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/DEFINmON=S81003 - L-UBC=ubiqurtin 
conjugating enzyme [human, odontogenic 
keratocysts, mRNA Partial, 683 nt] 


Cluster IncL U40a38:Human GTP-bindIng 
protein alpha q subunit (GNAQ) mRNA. 
complete cds /cds=(42.1121) /gb=U40038 
/gl=1 181670 /ug=Hs.180950 /len=1450 


Cluster IncL DB7449:Human mRNA for 
K1AA0260 gene, partial cds /cds=(0,1153) 
/gb=D87449 /ol=1665786 /uQ=Hs.d2635 
/len=59ie 
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GNAQ (guanine nucleotide binding protein (G 
protein), q polypeptide 


UGTREL7( UDP-gtucuronIc acid/UDP-N- 
acetylgalactosamine dual transporter 
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M12886 /FEATURE^ 
/DEFINITION=HUMTCBYY Human T-call 
receptor active beta-chain mRNA, 
complete cds 


Cluster Incl. AB018276:Homo sapiens 
mRNA for KIAA0733 protein, partial cds 
/cds-(0.1586) /gb=AB018276 /gi=3882186 
/ug=H3.109727 /len=3479 


Cluster Incl. M63928:Homo sapiens T cell 
activation antigen (CD27) mRNA. 
complete cds /cds=(1 00,882) /gb=M63928 
/gi=180084/ug=H3.180841 /len=1204 


Cluster Ind. D87465:Human mRNA for 
KIAA0275 gene. complete cds 
/cds=(316,1590) /gb=:D87465 /gi=1665814 
/ug=Hs.74583/len=5316 
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TRB® (T cell receptor beta locus) 


TAB2( TAK1-binding protein 2 ) 


TNFRSF7 (tumor necrosis factor receptor 
superfamily, member 7) 


KIAA0275( KIAA0275 gene product ) 


PTCH (patched (Drosophila) homolog) 
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Cluster Incl. AB023169:Homo sapiens mRNA for KIAA0952 protein, complete cds 
'cds=(359,1927) /gb=AB023169 /gl=4589547 /ug=Hs.7935/len=4856 


Cluster Incl. U92981:Homo sapiens clone DT1P1B6 mRNA. CAG repeat reglor 
/0dS=UNKN0WN/gt)=U92981 /gl=278 1 399 /ug=Hs. 18081 /len=1429 


Cluster Incl. M63928:Homo sapiens T cell activation antigen (CD27) mRN^ 
complete cds /ods={100,882) /gb=M63928 /gi=l80084 /ug=H8.180841 /len=1204 


Cluster Incl. U04270:Human putative potassium channel subunIt (h-erg) mRNA. 
complete cds /cd8=(183,3662) /gb=U04270 /gl=487737 /ug=Hs.188021 
nena4070 


Cluster IncJ. AL008726:dJ337O18.2 (Lysosomal Protective Protein precursor (EC 
3.4.16.5, Cathepsin ^ CarboxypepUdase C)) /cd8=(133.l575) /gb=AL008726 
/g|s3183870 /Ug=Hs.118126/len=1946 


Cluster Ind. U030S7:Human aoUn bundling protein (HSN) mRNA, complete cds 
fcd8=(111.1592)/ab=U03057/gi=458027/ug=Hs.118400/len=2767 
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Cluster IncL AB023208:Homo sapiens mRNA for KIAA0991 protein, complete cds 
/cds={732.2000) /gb=AB02320B /gl=4589625 /ug=Hs.l81002 /len=3938 


Cluster tncl. U15085:Human HLA-DMB mRNA, complete cds /ods={233.1024j 
^gb=U15085/&i=557701/ug=Hs.1162/len=1362 


U593n? /FEATURE= /DEFlNmON=HSU59302 Human steroid receptor 
coactlvator-1 F-SRC-1 mRNA, complete ods 
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Table 20 



f . Analyse: major leukemia types versus normal bone 
marrow 



ALL-AML 

accuracy 
confidence 

1 41220_at 

2 36996_at 

3 33944_at " 

4 41809:.at 

5 39062_at 

6 36021_at 

7 40282_s_at 

8 39801_at 

9 41808_at 

10 38791 _at 



samples: 18/59 pValue selected 



0.974025974025974 



0.949191799863432 



1.43161207339479 



-1.41523985920205 



-1.36856428236618 



1.34726978852919 



-1.32477468024042 



1.29482788383042 



-1.25276275727203 



-1.18216117554755 



1.16535104461878 



-1.16212420300011 



wo 03/039443 

11 38705_at 

12 380t7_at 

13 38233_at 

14 40081_at 

15 33414_at 

16 36644_at 

17 1497_at 

18 34670_at 

19 39689_at 

20 36553_at 

ALL - BM 

accuracy 
confidence 

1 32775_r_at 

2 38858_at 

3 33860_at 

4 33944_at 



PCT/EP02/12303 

658 

1.10578452683281 0 

1.09519463190211 0 

-1.08734958364712 0 

-1.06895950257537 0 
-1.06893939139052 0 

-1.06866972901421 0 

-1.05371604908866 0 

-1.0471297974693 0 

-1.02349800799274 0 

I 

0.461827371901751 0 

samples: 18/8 
1 

0.973577941615687 
-1.99123472883631 0 
-1.89835994048167 0 * 
-1.8349786493313 0 * 
-1.79527299060519 0 



wo 03/039443 

5 32800_at 

6 35204_at 

7 38112 _g_at 

8 38735_at 

9 137_at 

10 1495_at 

11 36661_s_at 

12 38225_at 

13 39860_at 

14 32166_at 

15 32530_at 

16 35355_at 

17 1529_at 

18 36790_at 

19 2045_s_at 

20 36553_at 



PCT/EP02/12303 

659 

-1.78206927960542 0 

-1.77698316964481 0 

-1.75527325798005 0 

-1.75431905717345 0 

-1.75261998994426 0 

-1.73006006400362 0 

-1.70636382014738 0 

-1.66016477586249 0 

1.65854625573936 0 

-1.65691236756089 0 

1.64232673980553 0 

1.62316234982832 0 

I 

-1.60938224689727 0 

-1.6093508135706 0 

-1.59880026139776 0 

0.997704664996536 0 



ALL-CLL 



samples: 18/8 



wo 03/039443 

accuracy 
confidence 

1 484_at 

2 38577_at 

3 2019_s_at 

4 3381 2_at 

5 34663_al 

6 36894_at 

7 39670_at 

8 41660_at 

9 39165_at 

10 31870_at 

11 34871 _at 

12 34830_at 

13 31936_s_at 

14 1062_g.at 

15 41847_at 

16 1217 q.at 



PCT/EP02/12303 

660 

1 

1 

-2.96991037890552 0 
-2.76720679743789 0 
-2.66997144118244 0 
-2.65004620998946 0 
-2.56576070575816 0 
-2.56382539311197 0 
-2.48013356223836 0 
-2.4799018378336 0 
-2.3871739157192 0 

-2.36838597731039 0 

-2.36033294682702 0 

-2.33471776306134 0 

-2.25951360532653 0 

-2.25550068155602 0 

-2.23298915825072 0 

-2.21920314115838 0 



wo 03/039443 - PCT/EP02/12303 

17 1529_at -2.17991363072808 0 

18 41796_at , -2.17392867117507 0 

19 32597_at -2.13552223797253 0 

20 33266 at 1.44232706973843 0 



ALL-CML 

accuracy 
confidence 

1 36809_at 

2 3731 1_at 

3 36766_at 

4 38894_g_at 

5 39179_at 

6 38893_at 

7 37897_s_at 

8 41809_at 

9 36963_at 

10 39301 at 



samples: 18/10 

1 

1 

-2.79788870256583 0 

I 

-2.20009414203519 0 

-2.15356495523503 0 

-2.11314073543331 0 

-2:08890598787237 0 

-2.05723533682216 0 

-2.05026870146261 0 

1.98458593845403 0 

-1.95232400595449 0 

-1.91549367394028 0 
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wo 03/039443 



PCT/EP02/12303 



11 4061 0_at 

12 38879_at 

13 41338_at 

14 3g968_at 

15 33371_s_at 

16 37149_s_at 

17 38895_Lat 

18 41220_at 

19 37099_at 

20 40159 r at 



1.91246286924336 a 

-1.87541355348469 0 

1.86506063801814 0 

-1.81415292791782 0 

-1.81111388769192 0 

-1.77170759525375 0 

-1.77027078711718 0 

1.75387842844952 0 

-1.74839569592051 0 

-1.35163593608562 0 



AML - BM 

accuracy 
confidence 

1 3671 0_at 

2 32775_r_at 

3 32821_at 

4 37149_s_at 



samples: 59 / 8 



a995997t6f972555 



-2.29217042550277 



-2.24397275344625 



-1.98392215005915 



■1.94686927462724 



662 



wo 03/039443 PCT/EP02/12303 

5 3701 5_at -1.89128914250756 0 

6 36894.at -1.80507021485339 0 

7 38735_at -1.78884482794867 0 

8 33752_at -1.77319451495748 0 

9 34654_at -1.67560279229506 0 

10 1115_at -1.62050106692579 0 

11 31859_at -1.52416410078922 0 

12 1980_s_at 1.51765867172316 0 

13 36464_at -1.49540428238676 0 

14 38858_at -1.48511074361835 0 

15 38225_at -1.4790110074487 0 

16 39170_at -1.45392862675606 0 

17 39929_at -1.44420537588163 0 

18 36021 _at -1.42322337311917 0 

19 32259_at -1.41395952112425 0 

20 41138_at 1.25347154740786 0 

AML • CLL samples: 59/8 

663 



wo 03/039443 

accuracy 
confidence 

1 36239_at 

2 41220_at 

3 1096jg_at 

4 36155_at 

5 38578_at 

6 34871_at 

7 38006_at 

8 41165_g„at 

9 1105_s_at 

10 41166_at 

11 31936_s_at 

12 3381 2_at 

13 41796_at 

14 36894_at 

15 38577_at 

16 38666_at 



PCT/EP02/12303 

1 

1 

1 

-3.31028543322741 0 * 

-3.2480863078754 0 

-3.1269759462136 0 

-3.08191178811872 0 

-3.06174627261543 0 * 

-3.02230826662657 0 

-2.88939117591885 0 

-2.87065891259428 0 

-2.81674515012354 0 

-2.75359060509193 0 

-2.75277577570011 0 

I 

-2.74332185979714 0 

-2.71763998725163 0 
-2.64049311405919 0 
-2.63072228466709 0 . 
-2.61485585331331 0 
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17 32597_at 

18 41847_at 

19 34830_at 

20 33266 at 



-2.61456952032068 0 



-2.59409998700552 0 



-2.5698161906968 



1.336807541194 



AML - CML 

accuracy 
confidence 

1 36464_at 

2 32821_at 

3 31859_at 

4 37149_s_at 

5 3671 0_at 

6 34546_at 

7 33530_at 

8 3591 9_at 

9 37099_at 

10 36165 at 



samples: 59/10 
1 

0.956293899622379 

-2.85754269919935 0 

-2.55228282645443 0 

-2.27761090295808 0 

. -2.11494842606363 0 

-1.94749857224656 0 

-1.85596431666606 0 

-1.82614283985583 0 

-1.74217437339032 0 

-1.7184463713752 0 

1.7091639497163 0 



665 



wo 03/039443 



PCT/EP02/12303 



11 37054_at 

12 31381_at 

13 37579_at 

14 33371.s_at 

15 1117_at 

16 38894 _g_at 

17 31793_at 

18 4041 9_at 

19 37926_at 

20 40159 r at 



-1.69705232668157 0 

-1.6873086898061 0 

-1.68217107035442 0 

-1.67508882502583 0 

-1.67009743506797 0 

-1.66951302748224 0 
-1.63477764661912 0 
-1.62639286532631 0 
-1.59510369191926 0 
-0.830070056055723 0 



BM - CLL 

accuracy 
confidence 

1 39070_at 

2 37755_at 

3 33963_at 

4 38415 at 



samples: 8/8 

1 

1 

6.29661458968093 
4.71476584328837 
4.63206684324173 
-4.49254544394577 



666 



wo 03/039443 

5 36123_at 

6 3761 5_at 

7 38116_at 

8 3841 4_at 

9 41220_at 

10 34871_at 

11 35643_at 

12 1096_g_at 

13 33386^at 

14 1884_s_at 

15 37149_s_at 

16 820_at 

17 38269_at 

18 35995_at 

19 33358_at 

20 33284_at 

BM - CML 



PCT/EP02/12303 

4.12198883271914 0 

3.82297014835908 0 

3.70165567234484 0 

3.60409203763551 0 

-3.59882846329979 0 

-3.59319336097498 0 

3.56571508955085 0 

-3.51858708122275 0 

3.50471765190995. 0 

3.48564292772594 0 

3.4769522926405 0 

3.37687376127416 0 

-3.31356010895055 0 

3.26267624054277 0 

3.25001188548107 0 

3.23482135945872 0 

samples: 8/10 



667 



wo 03/039443 



PCT/EP02/12303 



accuracy 
confidence 

1 37625_at 

2 41609_at 

3 36661_8_at 

4 1911_s_at 

5 854_at 

6 36773_f_at 

7 3501 6_at 

8 33274_f_at 

9 38112_g_at 

10 38194_s_at 

11 41165_a.at 

12 33273_f_at 

13 39179_at 

14 432_s_at 

15 36588_at 

16 39968 at 



2.87622426554922 

2.52321020501761 

2.51057654386246 

-2.42145340446397 

2.37696256335487 

2.32488494287137 

2.24094140253387 

2.21051775352204 

2.13305817504128 

2.09822821859324 

2.09291822272078 

2.0687446585274 

-2.04974106118371 

2.01424464352775 

1.99886555057795 

-1.98085064661371 



0 
0 



668 



wo 03/039443 PCT/EP02/12303 

17 1385_at 1.98022588084225 0 

18 36629_at -1.9763991250365 0 

19 38728_at 1.95859957483225 0 

20 38472 at 1.95627106051459 0 



CLL - CML 

accuracy 

confidence. 

1 1105_s_at 

2 41609_at 

3 1096_g_at 

4 3421 0_at 

5 36155_at 

6 36766_at 

7 41220_at 

8 41165jg_at 

9 37625 at 



samples: 8/10 

1 

1 

6.65345823459692 
5.09272743129851 
4.79791769602114 
4.5885400157468 

I 

4.51821220572632 

-4.38087516961473 

4.30356291392085 

4.29933289075313 

4.27214024229386 



0 
0 



0 
0 



10 37027 at 



4.17726581707744 



669 



wo 03/039443 



PCT/EP02/12303 



11 34871_at 

12 38095J_at 

13 38578_at 

14 3811 6_at 

15 35643_at 

16 38833_at 

17 41164_at 

18 37344_at 

19 39670_at 

20 35016 at 



4.11725674890371 0 

4.01294758950756 0 

3.96024474623017 0 

-3.93637939332745 0 

-3.90694033464584 0 

3.90073371467641 0 

3.89237729890143 0 

3.8687581898534 0 

3.86448376068684 0 

t 

3.74007150430317 0 



2. Analyse: analysis of ANIL subtypes according to the WHO 
nomenclature 



AMLMLL • 

accuracy, 
confidence 

1 34306_at 

2 36881 at 



samples? 10/ 45 
1 

0.92125170098711 
1.36682833853864 0 
1.25743716610113 0 



670 



wo 03/039443 



PCT/EP02/12303 



3 38994_at 

4 38485_at 

5 32696_at 

6 1983_at 

7 37026_at 

8 138_at 

9 3881 2_at 

10 33284_at 

11 32232_at 

12 39921_at 

13 34679_at 

14 37992_s_at 

15 37029_at 

16 40775_at 

17 36709_at 

18 37809_at 

19 38097_at 

20 36608 at 



1.25633105431216 0 
1.20820491820515 0 
1.20289326580336 0 
-1.20116171703008 0 
-1.18461413291823 0 
1.18310205413783 0 
-1.17846157492535 0 
-1.16681898560395 0 
1.14845507137154 0 
1.13232410733091 0 
-1.12714040987389 0 
1.11986637618528 0 
1.06646924971963 0 
-1.06615341562387 0 
1.04614233632581 0 
1.03749230715704 0 
1.03525254247508 0 
0.747544727295107 0 



671 



wo 03/039443 



PCT/EP02/12303 



AMLMLL - INV16 



samples: 10/10 



accuracy 
conscience 

1 3881 2_at 

2 37407_s_at 

3 35282_r_at 

4 37026_at 

5 33856_at 

6 32174_at 

7 33284_at 

8 38653_at 

9 1983_at 

10 32696_at 

11 787_at 

12 35329_at 

13 36881_at 

14 40767 at 



-3.34686451971904 0 
-3.22294767554078 0 
2.34298696520172 0 
-2.25660818336648 0 
2.25212063750729 0 
-2.16867472363265 0 
-2.14901777919516 0 
-2.09296931036988 0 
-2.06674088426528 0 
2.03331671439074 0 
-1.99007511677258 0 
1.92663715318122 0 
1.88821561232545 0 
• -1.84600140068058 0 



672 



wo 03/039443 

15 36095_at 

16 538_at 

17 3331 9_at 

18 38485_at 

19 38747_at 

20 38994_at 

AMLMLL- OTHER 

accuracy 
conHdence 

1 36980_at 

2 100 _g_at 

3 38994_at 

4 37029_at 

5 37026„at 

6 3741 7_at 

7 39993_at 

8 39118 at 



PCT/EP02/12303 

-1.77023426026019 0 
-1.75720288873792 0 
1.6982626829354 0 
1.69464482881744 0 
-1.69240449076905 0 
1.50803351291881 0 

samples: 10/10 
1 

t 

0.972144217378764 
-1.34035598763443 0 * 
1.32781895440119 0 
1.27848227020726 0 
1.27656800999718 0 
-1.24955259337174 0 
1.19110502379759 0 
-1.18099046398082 0 
-1.1584453284446 0 



673 



wo 03/039443 



PCT/EP02/12303 



9 36881 _at 

10 34251_at 

11 35813_at 

12 138.at 

13 36945_at 

14 40281_at 

15 35941_f_at 

16 36952_at 

17 37403_at 

18 33689_s_at 

19 35372_r_at 

20 32072_at 



1.12737149627183 0 
-1.12590878042921 0 
1.10960381779872 0 
1.09814796011793 0 
1.09593061163621 0 
1.083400522626 0 
1.0833686449051 0 
1.069544205786 0 
-1.06943971961994 0 
1.06337639894231 0 
-1.05302441823616 0 
1.02664886940357 0 



1 
2 



AMLWILL-T1517 
accuracy 
confidence 
39649_at 
38435 at 



samples: 10/16 
1 



3.23957503042803 0 



2.60733219271303 0 



674 



wo 03/039443 



PCT/EP02/12303 



3 38097_at 

4 32229_at 

5 38487_at 

6 32696_at 

7 38485_at 

8 33284_at 

9 38824_at 

10 41138_at 

11 37967_at 

12 33866_at 

13 32543_at 

14 1983_at 

15 35823_at 

16 36749_at 

17 38063_at 

18 39814_s_at 

19 36843_at 

20 38992 at 



2.52025252941371 0 
2.40682119042641 0 
-2.31348932548076 0 
2.21878031159682 0 
2.10692284528305 0 
-2.09299435714406 0 
2.08124417022995 0 
-2.03312026813146 0 
1.92254422115649 0 

I 

-1.91543446589406 0 
-1.87715920226866 0 
-1.87444715294745 0 
-1.86189545486519 0 
-1.81025193870165 0 
-1.7878938995328 0 
-1.75490742013487 0 
1.74046122003025 0 
1.71753799928796 0 



675 



wo 03/039443 PCT/EP02/12303 



AMLMLL - T821 



samples: 10/9 



accuracy 
confidence 

1 36881_at 

2 32323_at 

3 3781 1_at 

4 38391_at 

5 3341 2_at 

6 33284_at 

7 33856_at 

8 38097_at 

9 34679_at 

10 37399_at 

11 36571_at 

12 35638_at 

13 32696_at 

14 32184 at 



2.29294544811647 0 
-1.98347658852059 0 
-1.98247325351143 0 
1.94083259845207 0 
1.92827460657744 0 
-1.8385557317965 0 
1.77909423724864 0 
1.75444250975416 0 
-1.72476579402037 0 
-1.70947276971912 0 
1.65482279043264 0 
-1.65089605723885 0 
1.63638794888669 0 
1.62897781786406 0 



676 



wo 03/039443 

15 1911_s_at 

16 34306_at 

17 138_at 

18 41694_at 

19 32232_at 

20 36608_at 

INV16 - 

accuracy 
confidence 

1 37407_s_at 

2 767_at 

3 245_at 

4 36282_r_at 

5 38465_at 

6 36095_at 

7 32174_at 

8 1385_at 



PCT/EP02/12303 

-1.61083786198679 0 
1.59626133274337 0 
1.59241136884495 0 
-1.55909099909815 0 
1.54494819348846 0 
1.1358211663482 0 

samples: 10/45 

1 

1 

3.02509409963287 0 * 

1.85632628490303 0 

1.70794453836984 0 

-1.55233894025198 0 

1.52686366669143 0 

1.40576248502182 0 

1.39467340729953 0 

1.35491176363704 0 



677 



wo 03/039443 



PCT/EP02/12303 



9 41609_at 

10 36607_at 

11 34210_at 

12 33731_at 

13 2019_s_at 

14 40456_at 

15 277_at 

16 931_at 

17 37762_at 

18 35230_at 

19 34780_at 

20 41200 at 



1.33680396130546 0 
1.31728883029627 0 
1.25533053163606 0 
1.18379724417068 0 
1.1724338503802 0 
-1.17211851173852 0 
1.16888798816433 0 
1.16565119574672 0 
1.14260401763247 0 
1.13832458283537 0 
1.12142169279465 0 
1.10294533672324 0 



1 
2 



INV16- OTHER 

accuracy 
confidence 
37407_s_at 
37600 at 



samples: 10/10 

1 

1 

3.18736190788495 0 
2.62690062253569 0 



678 



wo 03/039443 

3 767_at 

4 41609_at 

5 32174_at 

6 41723_s_at 

7 38833_at 

8 38465_at 

9 38095 J_at 

10 1230jg_at 

11 1252_at 

12 32434_at 

13 40856_at 

14 37762_at 

15 37344_at 

16 35016_at 

17 35078_at 

18 37001_at 

19 33920_at 

20 245_at 



PCT/EP02/12303 

2.03572561609575 0 
1.96219869102861 0 
1.91764639873215 0 
1.8341348306376 0 
1.8197922525705 0 
1.80863491318623 0 
1.80209304301982 0 
1.64339686952341 0 
1.59751061992943 0 
-1.5885630305188 0 
1.50737403239702 0 
1.49715599199852 0 
1.46932515754743 0 
1.44723563131209 0 
1.44013020473382 0 
1.43580114615375 0 
1.39389220008214 0 
1.37591797605968 0 



679 



wo 03/039443 

1NV16.T1517 

accuracy 

confidence 

1 245_at 

2 38833_at 

3 38095_Lat 

4 39649.at 

5 38096J_at 

6 35016_at 

7 38435_at 

8 37039_at 

9 38465_at 

10 37407_s_at 

11 3421 0_at 

12 41723_s_at 

13 41471_at 

14 34789_at 



PCT/EP02/12303 



samples: 10/16 

1 

1 

4.57658935261639 0 
4.25223366871621 0 
3.57578878481709 0 
3.23025693895729 0 
3.14225313100266 0 
3.0787769409051 0 
3.03350943051849 0 
2.97439961013438 0 
2.96526060073085 0 
2.87881711895892 0 
2.84796613729927 0 
2.82100515486823 0 
2.80737102015788 0 
2.75455608102168 0 



680 



wo 03/039443 



PCT/EP02/12303 



15 1052_s_at 

16 36601_at 

17 41096_at 

18 41609_at 

19 37344_at 

20 40698 at 



2.6975735697327 0 



2.67187833778929 0 



2.59449996104956 0 



2.57402348086536 0 



2.56147220347162 0 



2.54689030859799 0 



INV16-T821 

accuracy 
confidence 

1 37407_s_at 

2 2019_s_at 

3 36607_at 

4 41535_at 

5 40198_at 

6 35264_at 

7 36661 _s_at 

8 36095_at 



samples: 10/9 

1 

1 

3.01984756968935 0 

2.27319677276044 0 

2.26121735205867 0 

2.20248916475367 0 

1.86811562002606 0 

1.84583120098715 0 

1.8131267115673 0 

1.79878279442616 0 



681 



wo 03/039443 

9 32747.at 

10 4071 8_at 

11 37326_at 

12 34780_at 

13 3961 0_at 

14 33390_at 

15 767_at 

16 32080_at 

17 39358_at 

18 37747_at 

19 245_at 

20 33731_at 

OTHER - 

accuracy 
confidence 

1 34251_at 

2 37018 at 



PCT/EP02/12303 

1.78653441127702 0 
1.77233756136773 0 
1.76038682206377 0 
1.74786276488982 0 

1.74122046729845 0 

1.73740374189728 0 

1.72097134093781 0 

-1.70225469167763 0 

1.695944330956 0 

1 

1.67498682162383 0 

1.65171897393137 0 

1.62582771838167 0 

samples: 10/45 
0.981818181818182 
0.981818181818182 
1.12590878042921 0 * 
1.10268143578403 0 



682 



wo 03/039443 

3 33920_at 

4 35941_f_at 

5 256_s_at 

6 37333_at 

7 32434_at 

8 1959_at 

9 37147_at 

10 33284_at 

11 40864_at 

12 35154_at 

13 2047_s_at 

14 41763_g_at 

15 36900_at 

16 33351 _at 

17 36936_at 

18 37263_at 

19 38695_at 

20 40509_at 



PCT/EP02/12303 

-0.956076703831482 0 
-0.90383440767488 0 
-0.858111816204111 0.01 
0.8275447098375 0 
0.805850409739795 0 
0.796925434525945 0 
-0.773953141034502 0 
-0.771438360960095 0 
-0.770641950715737 0 
-0.764874807980337 0 
-0.748787188622726 0 
0.748545954599463 0 
-0.74265889729539 0 
0.742532920653334 0 
0.733922207116175 0 
0.729044492680672 0 
-0.71970619250199 0 
0.712799214281053 0 

683 



wo 03/039443 

OTHER -T1517 

accuracy 
confidence 

1 39649_at 

2 4071 8_at 

3 39775_at 

4 34789_at 

5 32543_at 

6 34110_g_at 

7 38487_at 

8 40493_at 

9 40698_at 

10 41273_at 

11 33284_at 
. 12 32434_at 

13 39755_at 

14 4081 7_at 



PCT/EP02/12303 

I 

samples: 10/16 

1 

1 

3.30712305398492 0 
-2.52673625599382 0 
-1.97869028082043 0 . 
1.95413968158198 0 
•1.91464724323262 0 
-1.77793772892734 0 
-1.76846306892822 0 
-1.6739728895294 0 

1.65346991374979 0 

-1.61494643368443 0 

-1.59460520214407 0 

1.57854380538056 0 

-1.57527382190822 0 

-1.54437681308404 0 



684 



wo 03/039443 

15 37408_at 

16 33102_at 

17 1752_at 

18 37954_at 

19 38791_at 

20 3421 0_at 

OTHER - T821 

accuracy 

confidence 

1 32323_at 

2 3781 1_at 

3 3451 2_at 

4 37809_at 

5 40585_at 

6 33284_at 

7 38096_f_at 

8 36973 at 



PCT/EP02/12303 

-1.53683716438534 0 
1.53530070976794 0 
-1.52886252404363 0 
-1.5109989255419 0 
-1.48386160940786 0 
1.44938674947878 0 

samples: 10/9 
1 

0.994837795579117 

-1.94417836607133 0 

-1.61775423684388 0 * 

-1.39224768490919 0 

1.31872220085798 0 

1.31087716877391 0 

-1.29020750912798 0 

-1.25756828218199 0 

1.23300907353238 0 



685 



wo 03/039443 



PCT/EP02/12303 



9 35940_at 

10 38808_at 

11 37333_at 

12 2047_8_at 



-1.20559489876876 0 
-1.18153953430958 0 
1.17979557242332 0 
-1.17934561734238 0 



13 AFFX-HUMRGE/M10098_M_at -1.15756874447998 0 



14 958_s_at 

15 34251_at 

16 38963J_at 

17 35638_at 

18 38095_Lat 

19 37657_at 

20 40718_at 



1.1376378956 0 
l!l 2590878042921 0 
-1.12200244261352 0 
-1.12014975713644 0 
-1.10572791785236 0 
-1.08109523793911 0 
0.918288266614732 0 



T1517 - 

accuracy 

confidence 

1 39649_at 

2 40718 at 



samples: 16/39 
1 

0.99537936517205 
-3.29831494694965 0 
2.08511115510612 0 



686 



wo 03/039443 

3 38487_at 

4 34110_g_at 

5 34789_at 

6 38435_at 

7 32643_at 

8 41273_at 

9 40493_at 

10 38096 J_at 

11 4147rat 

12 37954_at 

13 33454_at 

14 38791 _at 

15 41096_at 

16 1752_at 

17 38833_at 

18 210_at 

19 35016_at 

20 37669.s_at 



PCT/EP02/12303 

2.00096141225403 0 * 
1.76946763277471 0 
-1.70643590139573 0 
-1.66171359352607 0 

1.59263172662039 0 

1.54397178886438 0 

1.48615605789895 0 

-1.44819099507958 0 

-1.41828217671556 0 

t 

1.41406051783373 0. 
1.39832642238269 0 
1.38083401177366 0 
-1.36447605743032 0 
1.36363148385769 0 
-1.34891815086687 0 
-1.34320613976446 0 
-1.33685666840696 0 
0.806171390298286 0 



687 



wo 03/039443 

T1517-T821 

accuracy 

confidence 

1 4071 8_at 

2 39649_at 

3 40698_at 

4 38096_Lat 

5 39775_at 

6 38487_at 

7 33121 jg_at 

8 3501 6_at 

9 38095_Lat 

10 32506_at 

11 38833_at 

12 34110jg_at 

13 41096_at 

14 38391 at 



PCT/EP02/12303 

I 

samples: 16/9 

1 

1 

3.23930438679201 0 * 
-3.19787649222746 0 
-3.08468795621776 0 
-2.65789275034265 0 
2.36672318019601 0 

I 

2.29609697942891 0 
-2.21859945215003 0 
-1.96619441751917 0 
-1.91141006266887 0 

1 

-1.88419268611225 0 

-1.85079137548356 0 

1.85075648886345 0 

-1.8279606340398 0 

1.81966548635468 0 

688 



wo 03/039443 

15 35766_at 

16 34789_at 

17 41609_at 

18 41273_at 

19 37344_at 

20 35340_at 

T821 - 

accuracy 
confidencte 

1 37811_at 

2 38391 _at 

3 35638_at 

4 32323_at 

5 35940_at 

6 36973_at 

7 35264_at 

8 361 at 



PCT/EP02/12303 

1.75448820173577 0 
-1.71046499814806 0 
-1.710217028597 0 
1.70663861548637 0 
-1.69281730857466 0 
1.69006593600413 0 . 

samples: 9/46 
1 

I 

0.920027437519393 
1.59605072597366 0 * 
-1.3878317468135 0 
1.38266687057184 0 * 
1.35561326937612 0 
1.20094762805468 0 * 
-1.17706120019907 0 
-1.10943417036523 0 
1.07264489085601 0 
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9 36802_at 

10 3451 2_at 

11 35939_s_at 

12 39061_at 

13 37326_at 

14 32747_at 

15 1096jg_at 

16 33121_g_at 

17 41535_at 

18 37023_at 

19 38780_at 



-1.02457173409803 0 
1.0204248889286 0 
0.955125481450532 0 
-0.947115729172708 0 
-0.935233446940231 0 
-0.930843404980031 0 
0.927398573506987 0 
0.923255276498333 0 
-0.916652918883009 0 
-0.915934376270622 0 
-0.915816135921152 0 



3. Analyse: analysis of ALL subtypes 
ALL814 - samples: 3 / 14 

accuracy 1 
confidence 1 

1 1402_at 

2 37747_at 



2.08175003568258 0.01 



2.03525291878921 0 
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3 37701_at 

4 2042_s_at 

5 35260_at 

6 1476_s_at 

7 3261 6_at 

8 932_Lat 

9 36139_at 

10 39730_at 

11 2024_s.at 
. 12 38730_at 

13 37021_at 

14 933J_at 

15 41396_at 

16 33856_at 

17 33905_at 

ALL814 - ALLMLL 

accuracy 



PCT/EP02/12303 

1.72252048284758 0.01 
-1.63373519277864 0 
-1.63074548017429 0 
-1.58695680100552 0 
1.57366205688451 0 
-1.57233356229385 0 

-1.5665197341194 0 

-1.5464188647031 0.01 

1.48918618192137 0.01 

-1.45475301578891 0.01 

1.45440716568168 0 

-1.42175300666003 0 

-1.38553827410353 0 

1.37781449850137 0 
1.3359321134002 0.01 

samples: 3/4 
1 
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confidence 

1 2042_s_at 

2 36638_at 

3 1474_s_at 

4 706_at 

5 38g94_at 

6 34785_at 

7 36798_g_at 

8 41191_at 

9 39827_at 

10 585_at 

11 2069_s_at 

12 529_at 

13 307_at 

14 32842_at 

15 36873_at 

16 41747 s at 



PCT/EP02/12303 

1 

I 

-8.02342094912714 0.05 * 
-4.58127332202829 0.02 
-4.09073883260025 0.03 
-3.85465872728703 0.02 
-3.74888987537358 0.02 
-3.3713121522884 0.03 
-3.35179120581516 0 
-3.25108066126486 0.01 
-3.14944671750591 0.02 
-3.09495658747361 0.04 

-3.01980201927276 0.02 

2.93352551602605 0.01 

2.92372091093276 0.03 

-2.85788132874268 0.01 

-2.84199424616029 0.05 

-2.76420890085279 0.01 
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ALL814 - ALLPH 

accuracy 
confidence 

1 35260_at 

2 41177_at 

3 36638_at 

4 38767_at 

5 37747_at 

6 39327_at 

7 1476_s_at 

8 1636jg_at 

9 37159_at 

10 932_Lat 

11 38994_at 

12 1402_at 

13 3231 9_at 

14 2047_s_at 

15 40936_at 



PCT/EP02/12303 

samples: 3 / 7 

1 

1 

-2.82900147590099 0.01 
2.74938757132087 0 
-2.41641563333395 0.01 
-2.40416010568405 0.01 
2.39180707441687 0 
-2.27856651600595 0 
-2.09613072968554 0.02 
-2.00644064085741 0.01 
-1.98769010758559 0 
-1.95869341917388 0 

-1.94783634512686 0.02 

1.91294884399227 0 

-1.89265256004687 0.01 

-1.89118154910995 0 

-1.84560154590494 0 
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16 39730_at 

17 39089_at 

18 41734_at 

19 39755_at 

ALL814 - ALLT 

accumcy 
confidence 

1 36103_at 

2 35350_at 

3 41654_at 

ALLMLL - 

accuracy 

confidence 

1 36873_at 

2 36638_at 

3 33358_at 



PCT/EP02/12303 

-1.84157870686046 0.03 

t 

-1.83344549691856 0 
-1.82721322918029 0.01 
-1.80690655801942 0.03 

samples: 3/3 

1 

1 

3.43807291883285 0.01 

3.3144051465682 0.04 

-3.10101195313041 0.04 

samples: 4/ 13 

I 

1 
1 

2.83046978285357 0 
2.81082924166381 0 
2.41284542345819 0 . 
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4 34785_at 

5 36667_at 

6 41503_at 

7 36690_at 

8 706_at 

9 32842_at 

10 41747_s_at 

11 32145_at 

12 36798_jg_at 

13 41191_at 

14 40763_at 

15 585_at 

16 41470_at 

17 40786_at 

18 38037_at 

19 34583_at 

20 1140 at 



PCT/EP02/12303 

2.01800062696643 0 
2.00264026114972 0 
1.98278140811591 0 
1.97928285044649 0.01 
1.96737076450007 0 
1.88883935305863 0 
1.87619134543011 0 
1.87136682311337 0 
1.76515008934463 0.01 
1.7369773616741 0 
1.69441997605083 0 
1.66246850330104 0 
1.53671027688439 0 
1.52293758990032 0 
1.50762328192198 0.01 
1.46227478562542 0 
1.46133065433595 0 
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ALLMLL-ALLPH 

accuracy 
confidence 

1 40723_at 

2 706_at 

3 41191_at 

4 36638_at 

5 36873_at 

6 36690_at 

7 33358_at 

8 36798^_at 

9 36667_at 

10 41177_at 

11 40865_at 

12 37967_at 

13 34892_at 

14 40396_at 

15 1140_at 



PCT/EP02/12303 

samples: 4/7 

1 

1 

3.55841873411154 0 
3.32668949661753 0 
2.96542484991746 0 
2.84067512400178 0 
2.8258041781711 0 
2.54358082956883 0 
2.34079500414888 0 

2.21311555975342 0.01 

2.20932580996057 0.01 

2.1413450003396 0 

2.11221046250059 0 

-2.08412772392346 0 

-2.08369333371306 0 

1.96552338894503 0 
1.96261636340905 0 
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16 33134_at 

17 32842_at 

18 41503_at 

19 32145_at 

20 40763_at 

ALLMLL - ALLT 

accuracy 

confidenca 

1 • 2069_s_at 

2 41153J_at 

3 41156 _g_at 

4 33352_at 

5 36638_at 

6 1185_at 

7 37775_at 

8 1105_s_at 

9 41155_at 



PCT/EP02/12303 

-1.95145751139773 0 
1.84503319654406 0 
1.8284794750916 0 
1.82248695271076 0 
1.78804175908387 0.01 

samples: 4/3 

1 

1 

13.292701923441 0 
10.2582391724747 0 
5.75960819662385 0.01 
4.58870845894255 0 
4.58127332202829 0.03 
4.45457229345442 0.01 
-4.11123301947466 0.02 
-4.04867441577307 0.03 
3.98831214950398 0.01 
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10 38994_at 

11 34785_at 

12 32819_at 

13 3831 9_at 

14 2046_s_at 

15 40159_r_at 

16 39136_at 

17 1110_at 

18 3801 7.at 

19 605_at . 



3.88924207710779 0.02 
3.83890018368942 0.01 
3.567056723698 0.03 
-3.55471475398643 0,01 
3.54943843148795 0.02 
3.40746200289675 0.03 
-3.36701895470486 0.02 
-3.33969464270628 0.01 
3.32515685260135 0.01 

I 

-3.28310118648462 0.02 



4. Analyse: other analyses 

ALLPH- samples: 7/ 10 

accuracy 1 

confidence 1 

1 1389_at 1.58617196971584 0 

2 41734_at 1.55949651759221 0 

3 38336_at 1.52692526781459 0 
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4 33134_at 

5 36878_f_at 

6 39755_at 

7 38833_at 

8 33924_at 

9 34362_at 

10 36536_at 

11 37344_at 

12 38095_Lat 

13 35260_at 

14 41177_at 

15 38096_f_at 

16 36773J_at 

17 39824_at 

18 31898_at 

19 1636ja_at 

20 41609_at 



PCT/EP02/12303 

1.449713769608 0 
1.36077477960263 0 
1.27483851783738 0 
1.2244093710462 0 
1.22263315100349 0 

1.1962046547055 0 

1.19336569573264 0 

1.18918159634593 0 

1.16331309702494 0 

I 

1.12932649576543 0 
-1.07976913600882 0 

1.05014739949744 0.01 

1.0492226005037 0 

1.03626825828771 0 

1.02765158070601 0 

1.0227576964995 0 

0.997013086295946 0 
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ALLPH-ALLT 

accuracy 

conscience 

1 1105_8_at 

2 3831 9_at 

3 38096J_at 

4 37039_at 

5 3501 6_at 

6 38833_at 

7 39262_at 

8 32649_at 

9 33821_at 

10 41609_at 

11 38147_at 

12 38095 J_at 

13 37739_at 

14 38894 jg_at 

15 36638_at 



PCT/EP02/12303 

samples: 7/3 

1 

1 

-4.06162267253209 0 

-3.66580320533053 0.03 

2.88234070062166 0.02 

2.80755189593111 0 

2.77774834690928 0.01 

2.75560710134977 0.01 

t 

-2.59234132448068 0 

-2.55542908459441 0 

-2.5421725262322 0.01 

2.5109183575568 0 

-2.50135496035854 0 

2.48939716688646 0.02 
-2.44732228148107 0 
2.42422840620003 0.01 
2.41641563333395 0 
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16 38361_g_at 

17 2059_s_at 

18 33425_at 

19 38949_at 

20 39755 at 



2.38116082851993 0.01 



-2.37547551809124 0.01 



-2.36441631934975 0 



-2.27455845085004 0 



2.26518913381284 0 



ALLT- 

accuracy 

confidence 

1 3831 9_at 

2 33821_at 

3 1105_s_at 

4 38147_at 

5 38949_at 

6 33425_at 

7 40407_at 

8 1110_at 

9 39136_at 



samples: 3/ 14 

1 

1 

3.50494628126444 0 

2.86458211053638 0 

2.7919896009269 0 

2.2999876938771 0 

2.275851563485 0 

2.24691287113975 0 

2.23626457040595 0 

2.23213485898084 0 

2.21536950680885 0 
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10 41535_at 

11 2059_s_at 

12 39262_at 

13 34367_at 

14 35016_at 

15 38096_f_at 

16 37775_at 

17 3891 7_at 

18 33238_at 

19 1498_at 

20 41163 at 



2.20104335983474 0 

.2.17544015063967 0 

2.14503507257872 0 

2.14251924457163 0 

-2.12822205034103 0 

-2.0151362322022 0 

2.0098435918241 0.01 

2.00844440766432 0 

2.00529430466423 0 

1.98727437856937 0 

1.90540704553591 0 



ALLPHNEG - ALLPHPOS samples: 11/7 



accuracy 



confidence 



0.946908445764721 



1 38336_at 

2 33134_at 

3 39755 at 



-1.5382379030083 0 



-1.30650437502273 0 



-1.28612797222091 0 
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4 1636_a_at 

5 38833_at 

6 41177_at 

7 34168_at 

8 38096_f_at 

9 38095_Lat 

10 33924_at 

11 39756 _9_at 

12 3831 2_at 

13 36878_Lat 

14 41193_at 

15 37384_at 

16 32706_at 

17 33441_at 

18 41547_at 

19 36773_f_at 

20 32649.at 



PCT/EP02/12303 

-1.04852861613762 0 
-1.04767357167583 0 
1.04154428480732 0 
-1.00022056220148 0 
-0.991139993364388 0 
-0.969632957696579 0 
-0.965257886268051 0 
-0.9648568267248630 
-0.964240310753493 0 
-0.961827994429321 0 

-0.957818027300299 0 

-0.934644823332001 0 

0.916645445316056 0 

-0.910220742840358 0 

0.895837845645142 0 

-0.884139970624711 0 

0.833759113455451 0 
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ft 
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Table 21 



Affy 
met 
rlxj 
D 


Description.microarray 


Symbo 
1 


Description_Net 
Affx 


Chrom 
osome 


100 

_g_ 

at 


Y08200 /FEATURE= 
/DEFINITION=HSRABGTRA Homo 
sapiens mRNA for rab geranylgeranyl 
transferase, alpha-subunit 


RABG 
GTA 


Rab 

geranylgeranyltr 
ansferase, 
alpha subunit . 


14q11. 
2 


105 
2_s 
_.at 


M83667 /FEATURE=mRNA 
/DEFINmON-HUMNFILSBA Human 
NF-IL6-beta protein mRNA, complete 
cds 


GEBP 
D 


GGAAT/enhanc 
er binding 
protein (C/EBP), 
delta 


8p11.2 
-pi 1.1 


106 

2jg 

_at 


U00672 /FEATURE* 
/DEFINmON=U00672 Human 
interleukin-10 receptor mRNA, 
complete cds 


IL10R 
A 


interleukin 10 
receptor, alpha 


11q23 


109 

6_g 
_at 


IV128170 /FEATURE= 
/DEFINITION=HUMCSPC Human cell 
surface protein GDI 9 (GDI 9) gene, 
complete cds 


GDI 9 


GDI 9 antigen 


16p11. 
2 


110 
5_s 
-at 


M12886 /FEATURES 
/DEFINITION=HUMTCBYY Human T- 
cell receptor active beta-chain mRNA, 
complete cds 


TRB 


T cell receptor 
beta locus 


7q35 


111 
0_a 


M21624 /FEATURE=mRNA 
/DEFIN1TI0N=HUMTGRGG Human T- 


TRD 


T cell receptor 
delta locus 


14q11. 
2 
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ceil receptor delta chain mRNA (VJC- 
region), complete cds 



delta locus 



111 
t 



M25897 /FEATURE=mRNA 
/DEF!NITI0N=HUI\/IPF4A. Human 
platelet factor 4 (PF4) mRNA, 
complete cds 



PF4 



platelet factor 4 



4q12. 
q21 



111 
7 a 

It 



L27943 /FEATURE=mRNA 
/DEFINITION=HUMCYDE Homo 
sapiens cytidine deaminase (CDA) 
mRNA, complete cds 



CDA 



cytidine 
deaminase 



1p36.2 
-p35 



114 
0_a 
t 



L25851 /FEATURE= ITGAE 

/DEFINITION=HUMINAE Homo 
sapiens integrin alpha E precursor, 
mRNA, complete cds 



"integrin, alpha 
E (antigen 
GDI 03, human 
mucosal 

» 

lymphocyte 
antigen 1; alpha 
polypeptide)" 



17p13 



118 I D49410 /FEATURE=expanded_cds 
5_a /DEFINITION=HUiy/UL3RA12 Human 
It I gene for interleukin 3 receptor alpha 
subunit, exon 12 and partial cds 



121 1X07109 /FEATURE=cds 
7_g /DEFINITI0N=HSPKCB2A Human 
_at I mRNA for protein kinase C (PKC) type 
beta II 



PRKC 
B1 



protein kinase 16p11. 
C, beta 1 2 



123 I U78556 /FEATURE= 
0_g /DEFINITION=HSU78556 Human 
at 1 cisplatin resistance associated alpha 
protein (hCRA alpha) mRNA. complete 



CRA 



cisplatin 

resistance 

associated 



1q12- 
q21 
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1 


cds 








125 
2_a 
t 


M73547 /FEATURE= 
/DEFINmON=HUMPOLLA Human 
polyposis locus (DPI gene) mRNA, 
complete cds 


D5S34 
6 


DNA segment, 
single copy 
probe LNS- 
CAI/LNS-CAII 
(deleted in 
polyposis 


5q22- 
q23 


137 
_at 


U65404 /FEATURES 
/DEFINITION=HSU65404 Human 
erythroid-specific transcription factor 
EKLF mRNA, complete cds 


KLF1 


Kruppel-like 
factor 1 
(erythroid) 


19p13. 
13- 

p13.12 


138 
t 


M77349 /FEATURE= 
/DEFINmON=HUMTGFBIG Human 
transfomiing growth factor-beta 
induced gene product (BIGH3) mRNA, 
complete cds 


TGFBI 


transforming 
growth factor, 
beta-induced, 
68kD 


5q31 


138 
9_a 
t 


J03779 /FEATURE=mRNA 
/DEFINITION=HUMCALLA Human 
common acute lymphoblastic leukemia 
antigen (CALLA) mRNA, complete cds 


MME 


membrane 
metallo- 
endopeptidase 
(neutral 

endopeptidase, 
enkephallnase, 
CALLA. CD10) 


3q25.1 
-q25.2 


138 
_at 


U66464 /FEATURE= 
/DEFINmON=HSU66464 Human 

1 icii laiupuieuo fjiuyeniiur ixinaoo 

(HPK1) mRNA, complete cds 


MAP4 
K1 


mitogen- 
activated protein 
Kinase Kinase 
kinase kinase 1 


19q13. 
1- 

ql3.4 


140 
2_a 
t 


Ml 6038 /FEATURE= 
/DEFINITION=HUMLYN Human lyn 
mRNA encoding a tyrosine kinase 


LYN 


v-yes-1 
Yamaguchi 
sarcoma viral 


8q13 
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t 


mRNA encoding a tyrosine l<inase 




related 

oncogene 

homolog 




147 
4_s 
_at 


U22376 /FEATURE=cds#3 
/DEFINmON=HSU22376 Human (c- 
myb) gene, complete primary cds, and 
five complete alternatively spliced cds 






• 


147 
6_s 
_at 


U22376 /FEATURE=cds#5 
/DEFINmON=HSU22376 Human (c- 
myb) gene, complete primary cds, and 
five complete alternatively spliced cds 








149 
5_a 
t 


M34057 /FEATURE= 
/DEFINITI0N=HUMTGFB1B Human 
transfbntiing growth factor-beta 1 
binding protein mRNA, complete cds 


LTBP1 


latent 

transfbrnning 
growth factor 
beta ' binding 
protein 1 


2p22- 
P21 


149 
7_a 
t 


L04270 /FEATURE' 
/DEFINmON=HUMTNFRRP Homo 
sapiens (clone CD18) tumor necrosis 
factor receptor 2 related protein 
mRNA, complete cds 


LTBR 


lymphotoxin 
beta receptor 
(TNFR 
superfamily, 
member 3) 


12p13 


149 
8_a 
t 


L05148 /FEATURE= 
/DEFINmON=HUMTYRKIN Human 
protein tyrosine kinase related mRNA 
sequence 








152 
9_a 
t 


U50534 /FEATURE= 
/DEFINITION=HSU50534 Human 
BRCA2 region, mRNA sequence 
CG003 









707 
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163 

6Lg 

-at 


U07563 /FEATURE=Poly^A_Site#1 
/DEFINmON=HSABLGR3 Human 
proto-oncogene tyrosine-protein kinase 
(ABL) gene, exon 1a and exons 2-10, 
complete cds 








175 
2_a 
t 


AD000092 /FEATURE»cds#6 
/DEFINITION=CH19HHR23 Homo 

sapiens DNA from chromosome 
19p13.2 cosmids R31240, R30272 and 
R28549 containing the EKLF, GCDH, 
CRTC, and RAD23A genes, genomic 
sequence 








188 
4_s 
_at 


Ml 5796 /FEATURE= 
/DEFINITION=HUMCYL Human cyclin 
protein gene, complete cds 


PCNA 


proliferating cell 
nuclear antigen 


20pter- 
P12 


191 
1_s 
_at 


M60974 /FEATURE* 
/DEFINITION=HUMGADD45 Human 
growth anest and DNA-damage- 
Inducible protein (gadd45) mRNA, 
complete cds 


GADD 
45A 


growth arrest 
and DNA- 

damage- 
inducible, alpha 


1p31.2 
-p31.1 


195 
9_a 
t 


D88674 /FEATURE= 
/DEFINITION=D88674 Homo sapiens 
mRNA for antizyme inhibitor, complete 
cds 


OAZIN 


ornithine 
decarboxylase 
antizyme 
inhibitor 


8q22.3 


198 
0«s 
_at 


X58965 /FEATURE* 
/DEFINITION*HSNM23H2G H.sapiens 
RNA for nm23-H2 gene 


NME2 


non-metastatic 
cells 2, protein 
(NM23B) 
expressed in 


17q21. 
3 


198 
3 a 


X68452 /FEATURE=cds 
/DEFINITI0N=HSCYCD2 H.sapiens 


CCND 
2 


cyclin D2 


12p13 
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t 1 


TiRNAforcyclinD2 ' 


I 






201 
9_s 
_at 


^A68892 /FEATURE= 
^DEFINmON=HUMINTB7 Human 
integrin beta-7 subunit mRNA, 
complete cds 


ITGB7 ■ 


ntegrin, beta 7 


12q13. 
13 

• 


202 
4_s 
_at 


M79321 /FEATURE* 
/DEFINITI0N=HUMLYr4TK Human 
Lyn B protein mRNA, complete cds 


LYN 


v-yes-1 
YamaguchI 
sarcoma viral 
related 

oncogene 
homolog 


8q13 


204 
2_s 
_at 


M15024 /FEATURE= 
/DEFINITION=HUMCMYBLA Human 
c-myb mRNA, complete cds 


MYB 


v-myb avian 
myeloblastosis 
viral oncogene 
homolog 


6q22- 
q23 


204 
5_s 
-at 


Ml 6592 /FEATURE^mRNA 
/DEFINITIONsHUMHCKB Human 
hemopoietic cell protein-tyrosine 
kinase (HCK) gene, complete cds, 
done HK24 


HCK 


hemopoietic ce 
kinase 


20q11- 
q12 


204 
7_s 
_at 


M23410 /FEATURE= 
/DEFINITION=HUMPI-AKO Human 
plakoglobin (PI-AK) mRNA, complete 
cds 


JUP 


junction 
plakoglobin 


17q21 


205 
9_s 
_at 


M36881 /FEATURE=mRNA 
/DEFINITiON=HUMLCKAA Human 
lymphocyte-specific protein, tyrosine 
kinase (Ick) mRNA, complete cds 


Jlck 

1 
) 

1 / 


lymphocyte- 
specific protein 
tyrosine kinase 


1p35- 
1 p34.3 
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206 
Lat 


L23805 /FEATURE* 
^DEFlNmON=HUMCAtENIN Human . 
alpha1(E)-catenin mRNA. complete 
cds 


CTNN 
A1 


catenin 

(cadherin-' . . 
associated 
protein), alpha 1 
(102kD) 




210 
Lat 


M95678 /FEATURE* 
/DEFINmON=HUMPLCB2A Homo 
sapiens phospholipase C-beta-2 
mRt4A, complete cds 


PLCB2 


phospholipase 
C, beta 2 


15q15 


245 
Lat 


M25280 /FEATURE* 
/DEFINITION*HUMLNHR Human 
lymph node homing receptor mRNA, 
complete cds 


SELL 


selectin L 
(lymphocyte . 
adhesion 
molecule 1) 


1q23- 
q25 


256 
at 


M14199 /FEATURE* 
/DEFINITION*HUMLAMR Human 
lamlnin receptor (2H5 epitope) mRNA, 
5 end 


LAMR 
1 


laminin receptor 
\ (67kD. 
ribosomal 
protein SA) 


3p21.3 


277 
Lat 


L08246 /FEATURE* 
/DEFlNITION=HUMMCL1X Human 
myeloid cell differentiation protein 
(MCL1) mRNA 








307 
Lat 


J03600 /FEATURE* 
/DEF1NITI0N=HUML0X5 Human 
lipoxygenase mRNA, complete cds 


AL0X5 


arachidonate 5- 
lipoxygenase 


10q11. 
2 


313 
81_ 
at 


cluster inci. /\ru/D*KJo.nomo sapiens 
peptidoglycan recognition protein 
precursor (PGRP) mRNA, complete 
cds /cds=(44,634) /gb=AF076483 
/gi=3342532 /ug*Hs.137683 /len*690 


RP 


npntidnnlvcan 

recognition 
protein 


1 19a13 
2- 

q13.3 
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317 ( 
93_ i 
at 

1 


Cluster Incl. 
M036554:DKFZp564J2262_r1 Homo 
sapiens cDNA, 5 end 
^clone=DKFZp564J2262 /clone_end=5 
/gb=AL036554 /gi=5927801 
/ug=Hs.1379/len=517 


DEFA3 ( 


Jefensin, alpha I 
3, neutrophil- 
specific 


Bpter- 

• 1 


318 
59_ 
at 


Cluster Incl. J05070:Human type IV 
collagenase mRNA. complete cds 
/cds=(19,2142) /gb=J05070 
/gi=1 77204 /ug=Hs. 1 51 738 /len=2334 


MMP9 


matrix 

tnetalloproteinas 
e 9 (gelatinase 
B, 92kD 
gelatinase, 
921^D type IV 
collagenase) 


20q11. 
2- 

q13.1 


318 
70_ 
at 


Cluster Incl. X14046:Human mRNA for 
leukocyte antigen CD37 /cds=(63,908) 
/gb=X14046 /gi=29793 /ug=Hs.1 53053 
/len=1125 


CD37 


CD37 antigen 


19p13- 1 
q13.4 


318 
98_ 

■ at 


Cluster Incl. D86967:Human mRNA for 
KIAA0212 gene, complete cds 
/cds=(58,2031) /gb=D86967 
/gi=1 504007 /ug=Hs. 154332 /len=6072 


KIAAO 
212 


KIAA0212 gene 
product 


3p25.3 


319 
36_ 
s_at 


Cluster Incl. AB007890:Homo sapiens 
KIAA0430 mRNA, complete cds 
/cds=(0,3172) /gb=AB007890 
/gi=2887438 /ug=Hs.166163 /len=6011 


KIAAO 
430 


KIAA0430 gene 
product 


18p13. 
12 


320 
72_ 
at 


Cluster inci. u*»u*»OH.nurTian 
mesothelin or CAK1 antigen precursor 
mRNA, complete cds /cds=(99,1985) 
/gb=U40434 /gFl 1 45723 
/ug=Hs.1 55981 /len=2114 


M^l N 

IViOL.1^ 

\ 


mf^othfilin 


1 16p13. 
3 
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320 

sp- 
at 


Cluster Incl. L11o69.Human 
tetracycline transporter-like protein 
mRNA, complete cds /ais^{^20MS7) 
/gb=L11669 , /gi=307501 
/ug=Hs.1 57145 /len=1768 

• 


TcTR 
AN 


tetracycline 
transporter-like . 
protein 


4pio.o 


321 
45_ 
at 


Cluster Incl. X581 41: Human mRNA for 

erythrocyte adducin alpha subunit 
/cds=(1 54,2367) /gb=X58141 
/gi=28381 /ug=Hs.1 83706 /len=3905 








321 
66_ 
at 


Cluster Incl. AB028950:Honno sapiens 
mRNA for KIAA1027 protein, partial 
cds /cds=(0,5088) ygb=AB028950 
/gi=5689390 /ug=Hs. 18420 /len"5542 


TLN1 


talin 1 


9p13 


321 
74_ 
at 


Cluster Incl. AF015926:Homo sapiens 
ezrin-radixin-moesin binding 
phosphoproteln-50 mRNA, complete 
cds /Cds=(212,1288) /gb=AF015926 
/gi-322001 8 /ug^Hs. 184276 /len»1984 


SLC9A 
3R1 


solute carrier 
funnily 9 
(sodium/hydrog 
en exchanger), 
isofomi 3 
regulatory factor 
1 


17q25. 
2 


321 
84_ 
at 


Cluster Incl. X61118:Human TTG-2 
mRNA for a cysteine rich protein with 
LIM motif /cds=UNKNOWN 
/gb=X61118 /gi=663012 
/ug-Hs. 184585 /len»2292 


LM02 


LIM domain only 
2 (rhombotin- 
like 1) 


11p13 


322 
29_ 
at 


uiusier inci. AruoosOf .nomo sapiens 
translation initiation factor 4e mRNA, 
complete cds /cds=(58,768) 
/gb=AF038957 /gi=3329383 
/ug=Hs.19122/len=961 


PI PAP 

L3 


cUKoryouc 
translation 
initiation factor 
4E-like 3 


0n^7 1 
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322 
32_ 
at 


Cluster Incl. AF047181:Homo sapiens 
NADH-ubiquinone oxidoreductase 
subunit CI-SGDH mRNA, complete cds 
/cds=(6.575) /gb=AF047181 
/gF2909853 /ug»Hs.19236 /len-1034 


DUF 
B5 


NADH 

dehydrogenase 
(ubiquinone) 1 
t)eta 

subcomplex, 5 
(16kD. SGDH) 


3q27.1 1 

• 


322 
59_ 
at 


Cluster Incl. AB002386: Human mRNA 
for KIAA0388 gene, complete cds 
/cds=(1 00,2343) /gb=AB002386 
ygi=2224716 /ug=Hs.1 94669 /len=4606 


EZH1 


enhancer of 
zeste 

(Drosophila) 
homolog 1 


17q21. 
q21.3 


323 
19_ 
at 


Cluster Incl. AL022310:dJ395P12.2 
(tax-transcrlptionally activated 
glycoprotein 1 (34kD) (0X40 ligand, 
OX40L)) /cds=(1 37,688) 
/gb=AL022310 /gi=3646083 
/ug=Hs.181097 /len=3470 








323 
23_ 
at 


Cluster fnd. M63582:Human 
preprothyrotropin-releasing honmone 
gene /cds=(8,736) /gb=M63582 
/gi=1 90297 /ug=Hs.1 82231 /len=1457 








324 
at 


Cluster Incl. D1 0522: Homo sapiens 
mRNA for 80K-L protein, complete cds 
/cds=(369.1367) /gb=D10522 
/gi=219893 /ug=Hs.75607 /len=2589 


MACS 


myristoylated 
alanine-rich 
protein kinase C 
substrate 
(MARCKS, 80K- 
L) 


6q22.2 


325 
06_ 
at 


Cluster Incl. AB029031:Homo sapiens 
mRNA for KIAA1108 protein, partia 
cds /cds=(0,2291) /gb=AB029031 
/gl=5689552 /ug=Hs.69472 /len=2576 


TBC1 
D1 


TBC1 (tre- 
2/USP6, BUB2, 
cdc16) domain 
family, member 
1 


4 
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325 

30_ 
at 



Cluster Incl. X56468:Human mRNA for I YWHA 
14.3.3 protein, a protein kinase I Q 
regulator /cds=(1 25,862) /gt)=X56468 
/gi=23221 /ug=Hs. 74405 /len=1 862 



1 



tyrosine 3- 1 22q12- 
monooxygenase qter 
/tryptophan 5- ' 
monooxygenase 
activation 
protein, theta 
polypeptide 



325 
43_ 
at 



Cluster Ind. M84739:Human I CALR 
autoantigen calreticulin mRNA, 
complete cds /cds=(1 08,1 361) 
/gb=l\/l84739/gi=1 79881 /ug=Hs.75525 
/len=1937 



calreticulin 



19p13. 
3- 

p13.2 



325 
97_ 
at 



Cluster Incl. X76061:H.sapiens p130 | RBL2 
mRNA for 130K protein /cds=(69,3488) 
/gb=X76061 /gi=416030 /ug=Hs.79362 
/len»4835 



retinoblastoma- 1 16q12. 
like 2 (p130) I 2 



326 
16_ 
at 



Cluster Incl. M16038:Human lyn 1 LYN 
mRNA encoding a tyrosine kinase 
/cds=(297,1835) /gb=M16038 
/gi=1 87268 /ug=Hs.80887 /len=2298 



v-yes-1 
Yamaguchi 
sarcoma viral 
related 
oncogene 
homolog 



8q13 



326 
49_ 
at 



Cluster Incl. X59871:Human TCF-1|TCF7 
mRNA for T cell factor 1 (splice fomi 
C) /cds=(79,885) /gb=X59871 
/gi=36789 /ug=Hs.1 69294 /len=2910 



transcription I5q31.1 
factor 7 (T-cellf 
specific, HMG- 
box) 



326 
96_ 
at 



Cluster Ind. X59841:Human PBX3 
mRNA /cds=UNKNOWN /gb=X59841 
/gi«35314 /ug=Hs.171680 /len=2581 



PBX3 



pre-B-cell 
leukemia 
transcription 



9q33- 
q34 
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at i 


^gi=35314 /ug=Hs.171680 /len=2581 


1 


Factor 3 




327 
06_ 
at 


Cluster Incl. X89887:Hofno sapiens 
mRNA for WD repeat protein (HIRA) 
/ccls=(220,3273) /gb=X89887 
/gF3928218 /ug=H8.1 7^350 /Ien=4018 


LJID A 

MIRA 


niK (nisione ceii 
cycle regulation 
defective) 
homolog A (S. 
cerevisiae) 


21 

• 


327 
47_ 
at 


Cluster Incl. X05409:Human RNA for 
mitochondrial aldehyde 
dehydrogenase 1 ALDH 1 (EC 1.2.1.3) 
/cds=(36,1586) /gb=X05409 /gi=28605 
/ug=Hs.1 95432 /len=1989 


ALDH2 


alaehyae 
dehydrogenase 
2 family 
(mitochondrial) 


1 ^C|Z4. 

2 


327 
75_ 
r_at 


Cluster Incl. AB006746:Homo sapiens 
hMmTRAlb mRNA, complete cds 
/cds=(256,1212) /gb=AB006746 
/gl=3510296 /ug=Hs.198282 /len=2077 


PLSC 
R1 


phospholipid 
scramblase 1 


3q23 


328 
00_ 
at 


Cluster Incl. U66306:Human retinoid X 
receptor alpha mRNA, 3 UTR, partia 
sequence /cds=UNKNOWN 
/gb=U66306 /gi=341 1 007 
/ug=Hs.20084 /len=3772 








328 
19_ 
at 


Cluster Incl. AJ223352:Homo sapiens 
mRNA for for histone H2B, clone pjG4- 
5-14 /cds=(1 6,396) /gb=AJ223352 
/gi=3255996 /ug=Hs.20418 /len'=793 


H2BFA 


H2B histone 
family, member 
A 


6p21.3 


21_ 
at 


uiusier 1 no. mi t i o.wio*ruu*r.A ■ 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2394055 /clone_end=3 
/gb=AI762213 /gi=51 77880 
/ug=Hs.204238 /len=677 


LCN2 


liDocalin 2 

(oncogene 
24p3) 


9a34 
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328 
42_ 
at 


Cluster Incl. X89984:H. sapiens mRNA 
for BCL7A protein /cds=(953,1648) 
/gb=X89984 /gi=929614 
/ug=Hs.21 1563 /!en=4522 


BCL7A 


B-cell 

CLL/lymphoma . 
7A 


12q24. 
13 


331 
02_ 
at 


Cluster Incl. D67031:Homo sapiens 
ADDL mRNA for adducin-like protein, 
complete cds /cds>(1 83,2207) 
/gb=D67031 /gi=2696053 /ug=Hs.8110 
/len=2920 


ADDS 


adducin 3 
(gamma) 


10q24. 
2- 

q24.3 


331 
21_ 

g_a 

t 


Cluster Incl. AF045229:Homo sapiens 
regulator of G protein signaling 10 
mRNA, complete cds /cds=(1 32,635) 
/gb=AF045229 /gi=2906029 
/ug=Hs.82280 /len=753 


RGS1 
0 


regulator of G- 
protein 
signalling 10 


10q25 


331 
34_ 
at 


Cluster Incl. AB011083:Homo sapiens 
mRNA for KIAA0511 protein, partial 
cds /cds=(0,2802) /gb=AB011083 
/gi=3043545 /ug=Hs.8402 /len=3563 


ADCY 
3 


adenylate 
cyclase 3 


2p24- 
p22 


332 
38_ 
at 


Cluster Incl. U23852:Human T- 
lymphocyte specific protein tyrosine 
kinase p56lck (Ick) abberant mRNA, 
complete cds /cds=(59,1150) 
/gb=U23852 /gi=775207 /ug=Hs.1765 
/len=2129 








332 
66_ 
at 


Cluster Incl. AF015254:Homo sapiens 
serine/threonine kinase (STK-1) 
mRNA, complete cds /cdss(58,1101) 
/gbsAF015254 /gF4090840 
/ug-Hs.1 80655 /lensi 234 


STK12 


senne/tnreonine 
kinase 12 


\ /pio. 

1 
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332 
73_ 
f_at 


Cluster Incl. X57809:Human 
rearranged immunoglobulin lambda 
ight chain mRNA /cds=(1 14,815) 
/gb=X57809 /gi=33714 /ug=Hs.181125 
/len=915 


GL 


immunoglobulin 
ambda locus 


22q11. 
q11.2 


332 
f_at 


Cluster Incl. M18645:Human Ig 
rearranged lambda-chain mRNA VJC- 
region subgroup lambda-IV from 
heterohybridoma H6-3C4 
/cds=(30,731) /gb=M18645 /gi=1 86103 
/ug=Hs.181125 /len=872 


GL 


immunoglobulin 
lambda locus 


22q11.* 

1- 

q11.2 


332 
84_ 
at 


Cluster Incl. M19507:Human 
myeloperoxidase mRNA, complete cds 
/cds=UNKNOWN /gb=M19507 
/gl=1 88657 /ug=Hs. 1 81 7 /len«321 5 


MPO 


myeloperoxidas 
e 


17q23. 
1 


333 
19_ 
at 


Cluster Incl. AF009674:Homo sapiens 
axin (AXIN) mRNA, partial cds 
/cds=(0,2703) /gb=AF009674 
/gi=2252819 /ug=Hs.184434 /len«3385 


AXIN1 


axin 


16p13. 
3 


333 
51_ 
at 


Cluster Incl. AF064607:Homo sapiens 
GC20 protein mRNA, complete cds 
/cds=(70,411) /gb=AF064607 
/gi=31 52667 /ug=Hs.21756 /len=812 


GC20 


translation 
factor sui1 
homolog 


3p21.3 
3 


333 
52_ 
at 


Cluster Incl. X57985:H.sapiens genes 
for histones H2B.1 and H2A 
/CuS=(4^,4^^) /go— ao/too /gi— oiuyoy 
/ug=Hs.2178 /len=2223 








333 
58_ 
at 


Cluster Ind. W29087:56b8 Homo 
sapiens cDNA /gb=W29087 
/gi=1 309053 /ug=Hs.21894 /len=877 


K1AA1 
157 


KIAA1157 
protein 


12q13. 
3- 

q14.1 
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at 



/gi=1 309053 /ug=Hs.21 894 /len=877 



333 

71_ 
s at 



333 
at 



q14.1 



Cluster Incl. U59877:Human low-Mr | RAB31 
GTP-binding protein (RAB31) mRNA, 
complete cds /cds=(60,644) 
/gb=U59877 /gl=1388194 
/ug=Hs.223025/len=907 



RAB31, I 18p11. 

member RAS 1 3 
oncogene family 



Cluster Incl. Z97630:Human DNAl 
sequence from clone 466N1 on 
chromosome 22q12-13 Contains 
H1F0(H1 histone family, member 0) 
gene, 2-amino-3-ketobutyrate -CoA 
ligase( nuclear gene encoding 
mitochondrial protein), GALR3 (galanin 
receptor) gene, ESTs, GSSs an 



333 
90_ 
at 



334 
12_ 
at 



Cluster Incl. AA203487:23{53d03.r1 
Homo sapiens cDNA, 5 end 
/clone=IMAGE-446213 /clone_end=5 
/gb=AA203487 /gFl 799460 

/ug«Hs.226237 /len=863 



ESTs 



Cluster Incl. AI535946:vicpro2.D07.r | LGALS 
Homo sapiens cDNA, 5 end 
/clone_end=5 /gb=AI535948 
/gi=4450081 /ug=Hs.227751 /len=647 



334 
at 



334 
25_ 
at 



Cluster Incl. X57398:Human mRNA for 
pM5 protein /cds=(0,3572) /gb=X57398 
/gi=35526 yug=Hs.227823 /Iens4086 



lectin, 

galactoside- 
binding, soluble, 
1 (galectin 1) 



22q13. 
1 



PM5 



Cluster Incl. X97548:H.sapiens mRNA 
for TIFIbeta zinc finger protein 
/cds=(361,2868) /gb«X97548 
791=1 524108 /ug=Hs.228059 /len=3035 



TRIM2 
8 



pM5 protein 



tripartite motif- 
containing 28 



16p13. 
11 
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/ 


gi=1524108 /ug=Hs.228059 /len=3035 








334 ' 
41 _ 
at 


'Cluster Incl. L41143:Homo sapiens 
expressed pseudo TCTA mRNA at 
t(1;3) translocation site, complete cds 
/cds=(221,532) ' /gb=L41143 
/gi=736684 /ug=H8.232069 /len=2146" 






• 


334 
54. 
at 


Cluster Incl. AF016903:Homo sapiens 
agrin precursor mRNA, partial cds 
/cds=(0,6080) /gb=AF016903 
/gi=2988421 /ug=Hs.234137 /len=7032 


AGRN 


agrin 


1p36.3 
-p32 


335 
30_ 
at 


Cluster Incl. M33326:Human 
nonspecific cross-reacting antigen 
(NCA) mRNA, complete cds 
/cds=(86, 1 1 35) /gb=M33326 
/gi=189101 /ug=H8.41 /len=2287 


CEAC 
AM8 


carcinoembryoni 
c antigen- 
related cell 
adhesion 
molecule 8 


2 


336 
89_ 
s_at 


Cluster Incl. AF012434:untltled 
/cds=(38,394) /gb=AF012434 
/gi=2352914 /ug*Hs.186570 /len=573 








337 

31_ 
at 


Cluster Incl. AJ 13071 8: Homo sapiens 
mRNA for glycoprotein-associated 
amino acid transporter y+LAT1 
/cds={293, 1 828) /gb=AJ1 3071 8 
/gi=3970724 /ug=Hs.194693 /len=2214 


SLC7A 
7 


solute carrier 
family 7 
(cationic amino 
acid transporter, 
y+ system), 
member 7 


14q11. 


337 
52. 
at 


Cluster Incl. AB020657:Homo sapiens 
mRNA for KIAA0850 protein, complete 
cds /cds=(630,2558) /gb=AB020657 
/gi=4240188 /ug«Hs.1 97298 /len=3682 


NS1- 
' BP 


NS1 -binding 
protein 


1q25.1 
-q31.1 
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338 ' 
12_ 1 
at ( 

i 


Cluster Incl. AL049415;Homo sapiens 1 
nRNA; cDNA DKFZp586N2119 (from 
:lone DKFZp586N2119) 
fcds=UNKNOWN /gb=AL049415 
^gi=4500196 /ug=Hs.204290 
/len=1232" 




1 




338 
21_ 
at 


Cluster Incl. AL034374:Human DNaI 
sequence from clone 483K16 on 
chromosome 6p12.1-21.1. Contains 
(parts of) two novel genes, 40S 
Ribosomal protein S16 and 60S 
Ribosomal protein L31 pseudogenes, 
ESTs, STSs, GSSs and a putative 
CpG island /cds=(0,703) /gb=AL 








338 
56_ 
at 


Cluster Incl. Y13374:Homo sapiens 
mRNA for putatively pre'nylated protein 
/cds=(343,972) /gb=Y13374 
/gi=2370152 /ug=Hs.239533 /len^l 186 


CXX1 


CAAX box 1 


Xq26 


338 
60_ 
at 


Cluster Incl. AB007931:Homo sapiens 
mRNA for KIAA0462 protein, partial 
cds /cds=(0,6831) /gb=AB007931 
/gi=3413885 /ug=Hs.239686 /len=7150 


KIAAO 
462 


KIAA0462 
protein 


1p36.1 
3 


338 
at 


Cluster Incl. X05276:Human mRNA for 
fibroblast tropomyosin TM30 (pi) 
/cds=(50,796) /gb=X05276 /gi=37201 


TPM4 


tropomyosin 4 


19p13. 
1 


339 
05_ 
at 


Cluster Incl. AF072242:Homo sapiens 
methyl-CpG binding protein MBD2 
(MBD2) mRNA, complete cds 
/cds=(229,1464) /gb=AF072242 


i MBD2 

► 

I 


methyl-CpG 
binding domair 
protein 2 


18q21 

1 
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1 


'gi=3800792 /ug=Hs.25674 /len=1948 








339 
20_ 
at 


Cluster Incl. AF051782:Homo sapiens 
diaphanous 1 (HD1A1) mRNA. 
complete cds /cds=(0,3746) 
/gb=AF051782 ' /gi=2947237 
/ug=Hs.26584 /len=5635 


jlArn 


Oiapnanous 
(Drosophila, 
homolog) 1 


DC|0 1 

f 


339 
24_ 
at 


Cluster Incl. AB029014:Homo sapiens 
mRNA for KIAA1091 protein, partial 
cds /cds=(0,4080) /gb=AB029014 
/gi=5689518 /ug=Hs.26797 /len=4248 


KIAA1 
091 


KIAA1091 
protein 


11 


339 
44_ 
at 


Cluster Incl. S60099:APPH=amyloid 
precursor protein homolog [human, 
placenta, mRNA, 3727 nt] 
/cds=(72;2363) /gb=S60099 
/gi=300168 /ug=Hs.64797 /len=3727 


APLP2 


amyloid beta 
(A4) precursor- 
ike protein 2 


1 1 C|^4 


339 
63_ 
at 


Cluster incl. M96326:Human 
azurocidin gene, complete cds 
/cds=(1 6,771) /gb=M96326 /gi=1 79301 
/ug=Hs.72885/len=913 








341 
10_ 

g_a 

t 


Cluster Incl. AF010310:Homo sapiens 
p53 induced protein mRNA, partial cds 
/cds=(0,761) /gb=AF010310 
/gi=2415296 /ug=Hs.21 1605 /len=888 


PIG6 


proline oxidase 
homolog 




341 
at 


Cluster Incl. M11722:Human tenninal 

/cds=(328,1854) /gb=M11722 
/gi=339436 /ug=Hs.234772 /len=2068 


DNTT 


deoxynucieotidy 

transferase, 

terminal 


10q23- 
q24 


342 
10_ 


Cluster Incl. N90866:zb11b10.s1 
Homo sapiens cDNA, 3 enc 


CDW5 
12 


CDW52 antigen 
(CAMPATH-1 


1 1p36 



721 
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at 


/clone=IMAGE-301723 /clone_end=3 
/gb=N90866 /gi=1444193 
/ug=Hs.214742/len=577 


2 


antigen) 




342 
51_ 
at 


Cluster Ind. M92299:Human 
homeobox 2.1 protein (H0X2A) 
mRNA, complete cds /cdSB(275,1084) 
/gb=M92299 /gNI 84292 /ug=Hs.22554 
/len=2037 


HOXB 
5 


homeo box B5 


q22 


343 
06_ 
at 


Cluster Ind. AB007888:Honno sapiens 
KIAA0428 mRNA, complete cxis 
/cds=(1414,2526) /gb=AB007888 
/gi=2887430 /ug=Hs.28578 /len=5940 


MBNL 


muscleblind 
(Drosophila)-ltke 


3q25 


343 
62_ 
at 


Cluster Ind. M55531:Human glucose 
transport-like 5 (GLUTS) mRNA, 
complete cds /cds=(75,1580) 
/gb«M55531 /gi-1 83297 /ag=Hs.33084 
yien=2218 


SLC2A 
6 


solute carrier 
fanaily 2 
(facilitated 
glucose/fructose 
transporter), 
member 5 


1p36.2 


343 
67_ 
at 


Cluster Ind. AF006043:Homo sapiens 
3-phosphoglycerate dehydrogenase 
mRNA, complete cds /cds=(692,2293) 
/gb=AF006043 /gi=2674061 
/ug=Hs.3343 /len-2467 


PHGD 
H 

1 


phosphoglycerat 
e 

dehydrogenase 


1p12 


345 
12_ 
ai 


Cluster Ind. J03853:Human kidney 
alpha-2-adrenergic receptor mRNA, 
compieie cus /cus— ^oo, ih^oj 
/gb-J03853 /gi-178193 
/ug=Hs.123022/Ien=1491 


ADRA 
2C 


adrenergic, 
alpha-2C-, 


4piQ 


345 
46_ 


Cluster Ind. AI250799:qi36g07.x1 
Homo sapiens cDNA, 3 end 


DEFA4 


defensin, alpha 
4, corticostatin 


8p23 
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at 


^clone=IMAGE-1 858620 /clone_end=3 
/gb=AI250799 /gi=3847328 
/ug=Hs.2582 /len=542 




4, corticostatin 




345 
83_ 
at 


Cluster Incl. U02687:Human growth 
factor receptor tyrosine kinase (STK-1) 
mRNA, complete cds /cd8=(57,3038) 
/gb=U02687 /gi=409572 /ug=Hs.385 
/Ien=3475 


FLT3 


frns-related 
tyrosine kinase 
3 


13q12 


346 
54_ 
at 


Cluster Incl. AJ224979:Homo sapiens 
mRNA for IVITIVIRI protein 
/cds=(0,1990) /gb=AJ224979 
/gi=4128155 /ug=Hs.23200 /len=2582 


MTMR 
1 


myotubularin 
related protein 1 


Xq28 


346 
63_ 
at 


Cluster Incl. I\/I28696: Human low- 
affinity IgG Fc receptor (beta-Fc- 
gamma-RII) mRNA, complete cds 
/cds=(41 .916) /gb=IVI28696 /gi=1 84843 
/ug=Hs.233450 /len=1416 


FCGR 
28 


Fc fragment of 
IgG, low affinity 
lib, recbptor for 
(CD32) 


1q23 


346 
70_ 
at 


Cluster Incl. U60899:l-luman lysosomal 
alpha-mannosidase (manB) gene 
/cds=(309,3341) /gb=U60899 
/gi=2209014 /ug=Hs.234070 /len=3443 








346 
79_ 
at 


Cluster Incl. X02596:Human mRNA for 
bcr (breakpoint cluster region) gene in 
Philadelphia chromosome 
/cds=(488.4303) /gb=X02596 
/gi=294Z0 /ug— ns.^o4/yy /ien-4/ 


BCR 


breakpoint 
cluster region 


22q1 1 . 
23 


347 
80_ 

at 


Cluster Incl. AB002313:Human mRNA 
for KIAA0315 gene, partial cds 
/cds=(0,5526) /gb=AB002313 
/gi»2280475 /ug=Hs.3989 /len-6252 


PLXN 
B2 


plexin 62 


22q13. 
33 
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1 


^gi=2280475 /ug=Hs.3989 /len=6252 




1 




347 
85_ 
at 


Cluster Incl. AB028948:Homo sapiens 
mRNA for KiAA1025 protein, partial 
cds /cds=(0,3441) /gb=AB028948 
/gi=5689386 /uig=Hs.4084 /len=6131 


KIAA1 
025 


KiAA1025 
protein 


12q24. 
22 


347 
89_ 
at 


Cluster Incl. S69272:(^oplasmic 
antiproteinase=38 kda intracellular 
serine proteinase inhibitor [liuman, 
placenta, mRNA, 1465 nt] 
/cds=0 88,131 8) /gb=S69272 
/gi=546087 /ug=Hs,41072 /len=1465 


SERPI 
NB6 


serine (or 
cysteine) 
proteinase 
inliibitor, clade 
B (ovalbumin), 
member 6 


6p25 


348 
30_ 
at 


Cluster Incl. W25986:17e7 Homo 
sapiens cDNA /gb=W25986 
/gi=1 306253 /ug=Hs.4760 /len=769 


DKFZ 

P564K 

0822 


hypothetical 
protein 

DKFZp564K082 
2 


6 


348 
71_ 
at 


Cluster Incl. W30677:zb75h10.r1 
Homo sapiens cDNA, 5 end 
/clone=IMAGE-309475 /clone_end=5 
/gb=W30677 /gi=1311730 
/ug=Hs.5019/len=614 




Homo sapiens 
cDNA FLJ11714 
fis, clone 
HEMBA1 00521 
9, weakly similar 
to NUCLEAR 
PROTEIN SNF7 




348 
92_ 
at 


Cluster Incl. AF016266:Homo sapiens 
TRAIL receptor 2 mRNA, complete cds 
/cds=(1 17.1439) /gb=AF016266 
/gi=25295oZ /ug-Hs.5i2oo /ien-oa#^ 


TNFR 
SF10B 


tumor necrosis 
factor receptor 
superfamily, 
memucr luu 


8p22- 
p21 


350 
at 


Cluster Incl. M13560:Human la- 
associated invariant gamma-cliain 
gene /cds=(795,1493) /gb=iV113560 
/gi=184518 /ug=Hs.84298 /len=2080 
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wo 03/039443 



PCT/EP02/12303 



i 


fgi=184518 /ug=Hs.84298 /Ien=2080 


o 






350 
78_ 
at 


Cluster Incl. X93093:H.sapiens LW 
gene /cds=(9,824) /gb=X93093 
/gi=1491707 /ug=Hs.1 08287 /Ien=1243 


\CMM 


intercellular 
adhesion 
molecule 4, 
Landsteiner- 
Wiener blood 
group 


19p13. 
2-cen 

• 


351 
54_ 
at 


Cluster Incl. W68046:zd42a12.s1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-343294 /clone_end=3 
/gb=W68046 /gi=1 376935 
/ug=Hs.25817/len=575 


BTBD2 


BTB (POZ) 
domain 
containing 2 


19p13. 
3 


352 
04_ 
at 


Cluster Ind. U52840:Homo sapiens 
semaphorin F homoiog mRNA, 
complete cds /cds-(637,3861) 
/gb=U52840 /gi=2772583 
/ug=Hs.2762i /len=8056 


SEMA 
5A 


sema domain, 
seven 

thrombo'gpondin 
repeats (type 1 
and type 1-like). 
transmembrane 
domain (TM) 
and short 
cytoplasmic 
domain, 
(semapliorin) 
5A 


5p15.2 


352 
30_ 
at 


Cluster Ind. AF070530:Homo sapiens 
clone 24751 unknown mRNA 

/CuS=(U,1^0Z) /gD-/\rUf uoou 
/gi=3387885 /ug=Hs.29344 /len=1560 


CL247 
51 


hypothetical 
protein, clone 


19p13. 
3 


352 
at 


Cluster Incl. AB020674:Homo sapiens 
mRNA for KIAA0867 protein, complete 
cds /cds=(1 52.1 732) /gb=AB020674 


MOND 
OA 


KIAA0867 
protein 


12q21. 
31 
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at 

1 


/gi=4240222 /ug=Hs.52081 /len=4339 




1 




352 
64_ 
at 


Cluster Incl. AF067139:Homo sapiens 
NADH-ubiquinone oMdoreductase 
NDUFS3 subunit mRNA, nuclear gene 
encoding mitocliondrial protein, 
complete cds /cds=(12,806) 
/gb=AF067139 /gl=3337440 
/ug=Hs.5273 /ien=887 


NDUF 
S3 


NADH 

dehydrogenase 
(ubiquinone) Fe- 
S protein 3 
(30I<D) (NADH- 
coenzyme Q 
reductase) 


11p11. 
11 


352 
82_ 
r_at 


Cluster Incl. M33680: Human 26-kDa 
cell surface protein TAPA-1 mR^4A, 
complete cds /cds=(238,948) 
/gb=M33680 /gi=338677 /ug=Hs.54457 
/len=1480 


CD81 


CD81 antigen 
(target of 
antiproliferative 
antibody 1) 


11p15 


353 
29_ 
at 


Cluster Incl. AF091084:Homo sapiens 
clone 638 unknown mRNA, complete 
sequence /cds=(30,413) 
/gb=AF091084 /gi=3860005 
/ug=Hs.5825/len=1065 


LOC51 
706 


cytoclirome bS 
reductase 1 
(B5R.1) 


1p36.1 
3-q41 


353 
40_ 
at 


Cluster Incl. AI819948:wj88e11.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2409932 /clone_end=3 
/gb=AI819948 /gi=5439027 
/ug=Hs.5947 /len=569 


MEL 

1 


nnel 

transfomning 
oncogene 
(derived from 
ceil line NK14)- 
RAB8 homolog 


19p13. 
1 


353 

cn 
50_ 

at 


Cluster Incl. AB011170:Homo sapiens 
mKiMM TOi i\irV\uoyo pioiein, compieie 
cds /cds=(581.2266) /gb=AB011170 
/gi=3043719 /ug=Hs.6079 /len=4712 


GALN 
6ST 


B cell RAG 
protein 


10q26 


353 
55_ 


Cluster Incl. AB020697:Homo sapiens 
mRNA for KIAA0890 protein, complete 


DDX30 


DEAD/H (Asp- 
Glu-Ala- 


3p21.3 
1 
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at 


cds /cds=(1 43.3727) /gb=AB020697 
/gi=4240268/ug=Hs.6141 /len=3800 




Asp/His) box 
polypeptide 30 


A r 1 


353 
72_ 
r.at 


Cluster Incl. M1 701 7: Human beta- 
thromboglobulin-like protein mRNA, 
complete cds ' /cds=(90,389) . 
/gb=M1701 7 /gFl79579 /ug=Hs.624 
/1en=1639 


lL8 


nterleukin 8 


4C|i3- 

q21 

• 


356 
38_ 
at 


Cluster Incl. D43638:Human mRNA for 
MTGSa protein, complete cds 
/cds=(41 1 ,21 44) /gb=D43638 
/gi=940399 /ug=Hs.31551 /len=3460 


CBFA2 
T1 


"core-binding 
factor, runt 
domain, alpha 
subunit 2; 
translocated to, 
1r cyclin D- 
reiated" 


8q22 


356 
43_ 
at 


Cluster Incl. X76732:H.sapiens mRNA 
for NEFA protein /cds=(219,1481) 
/gb=X76732 /gi=2706486 /ug=Hs.3164 
/len=1586 


NUCB 
2 


nucleobfndin 2 


11p15. 
1-p14 


357 
66_ 
at 


Cluster Incl. M26326:Human keratin 18 
mRNA, complete cds /cds=(51,1343) 
/gb=M26326 /gi=1 86690 /ug=Hs.651 14 
/len=1412 


KRT18 


keratin 18 


12q13 


358 
13_ 
at 


Cluster Incl. AA192359:zp91c12.s1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-627574 /Glone_end=3 
/gD— rvM 9^u09 /gi— 1 f o 1 oyy 
/ug=Hs.69235/len=715 


TRN- 
SR 


transportin-SR 


7q32.2 
-q32.3 


358 
23_ 
at 


Cluster Incl. M63573:Human secreted 
cyclophilin-like protein (SCYLP) 
mRNA, complete cds /cds=(21,671) 


PPIB 


peptidylprolyl 
isomerase 
(cyclophiiin B) 


15q21- 
q22 
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/gb=M63573 /gi=337998 /ug=Hs.699 
/len=893 



(cyclophilin B) 



359 
19_ 
at 



Cluster Incl. J05068:human 
transcobalamin I mRNA, complete cds 
/cds=(75, 1 376) /gb=J05068 
/gN307478 /ug=Hs.2012 /len=1537 



TCN1 I transcobalamin I 
(vitamin B12 
binding protein, 
R binder family) 



11q11- 
q12 



359 I Cluster Ind. L20433:Human octamer 
39_ binding transcription factor 1 (0TF1) 
s_at| mRNA, complete cds /cds=(234,1496) 
/gb=L20433 /gi=418015 
/ug=Hs.21 1588 /len=3824 



P0U4 I POU domain, 
F1 1 class 4, 
transcription 
factor 1 



13q21, 
1-q22 



359 1 Cluster Incl. X64624:H.sapiens mRNA 
40_ for RDC-1 POU domain containing 
at protein /cds=(277,1272) /gb=X64624 
/gi=35914 /ug=Hs.21 1588 /len=3492 



P0U4 I POU domain, 
F1 class 4, 
transcription 
factor 1 



13q21. 
1-q22 



359 Cluster Incl. U91329:Human kinesin 
41_ like motor protein KIF1C mRNA 
1 f_at I complete cds /cds=(1 13,3424) 
/gb=U91329 /gi=2738148 
/ug=Hs.211611 /len=4058 



KIF1C I kinesin family 
member 1C 



17p13 



359 I Cluster Incl. AF067656:Homo sapiens 
95_ ZW10 interactor Zwint mRNA 
at I complete cds /cds=(24.857) 
/gb=AF067656 /gi=390127 
/ug=Hs.42650/len=1639 



ZWINT 



ZW10 interactor 



10q21- 
q22 



360 I "Cluster Incl. AL049409:Homo sapiens 
I 21_ mRNA; cDNA DKFZp586H0919 (from 
at" I clone DKFZp586H0919) 
/cds=UNKNOWN /gb=AL049409 
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i 

1 


gi=4500194 /ug=Hs.44865 /len=1419" 




1 




360 
95_ 
at 


Cluster Incl. N99340:IMAGE-20074 
Homo sapiens cDNA /clone=IMAGE- 
20074 /gb=N99340 /gN1 270755 
/ug=Hs.7357/Ien=1110 


DKFZ 

P586N 

1922 


DKFZP586N192 
2 protein 


19q13. 
1 


361 
03^ 
at 


Cluster Incl. D90144:Homo sapiens 
gene for LD78 alpha precursor, 
complete cds /cds=(86,364) 
/gb=D90144 /gi=219906 /ug=Hs.73817 
/len=781 


SCYA 
3 


small inducible 
cytokine A3 
(homologous to 
mouse Mip-1a) 


17q11- 
q21 


361 
23_ 
at 


Cluster Incl. D87292:Homo sapiens 
mRNA for rhodanese, complete cds 
/cds=(48.941) /gb=D87292 
/gi=1 877030 /ug=Hs.74097 /len=1 1 37 


TST 


thiosulfate 
sulfurtransferas 
e (rhodanese) 


22q13. 
1 


361 
39_ 
at 


"Cluster Incl. AL050289:Homo sapiens 
mRNA; cDNA DKFZp586G0522 (from 
clone DKFZp586G0522) 
/cds=(179.1876) /gb=AL050289 
/gi=4886510 /ug=Hs.7446 /len=2364" 


C6orf5 


chromosome 6 
open reading 
frame 5 


6q21 


361 
55_ 
at 


Cluster Incl. D87465:Human mRNA for 
KIAA0275 gene, complete cds 
/cds=(316,1590) /gb=D87465 
/gi=1665814 /ug=Hs.74583 /len=5316 


KIAAO 
275 


K1AA0275 gene 
product 


lOpter- 
q25.3 


361 
65_ 
at 


Cluster inci. vvoi//4.zc*toDu*f.ri 
Homo sapiens cDNA, 5 end 
/clone=IMAGE-325519 /clone_end=5 
/gb=W51774 /gi=1 349666 
/ugsHs.74649 /len=678 


C 


oxidase subunit 
Vic 


8a22- 
q23 
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361 
_at 


Y13620 /FEATURE^ 
/DEFINmON«HSRNABCL9 Homo 
sapiens mRNA for BCL9 gene 


BCL9 


B-cell 

CLL/lymphoma 
9 


1q21 


362 
39_ 
at 


Cluster Incl. Z49194:H.sapiens mRNA 
for oct-binding factor /cds=(523,1293) 
/gb=Z49194 /gi=974830 /ug=Hs.2407 
/len=3301 


P0U2 
AF1 


POU domain, 
class 2, 
associating 
factor 1 


11q23. 
1 

• 


364 
64_ 
at 


Cluster Incl. X94323:H.sapiens mRNA 
for SGP28 protein /cds=(40,777) 
/gb=X94323 /gi=1213612 
/ug=Hs.54431 /len=2124 


SGP28 


specific granule 
protein (28 kDa) 


6p12.3 


365 
36_ 
at 


Cluster Incl. AF070614:Homo sapiens 
clone 24732 unknown mRNA, partial 
cds /cds=(0,1147) /gb=AF070614 
/gi=3283878 /ug=Hs.61490 /len=1734 


SCHIP 
1 


schwannomin- 
interacting 
protein 1 


3q26.1 


365 
53_ 
at 


Cluster inci. AA669799:ag36c04.s1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-1 1 1 8886 /clone_end=3 
/gb=AA669799 /gi=2631298 
/ug=Hs.6315/len=679 


ASMT 
L 


acetylserotonin 
0- 

methyllransfera 
se-like 


Xp22.3 


365 
at 


Cluster Incl. X68060:H.sapiens topllb 
mRNA for topoisomerase lib 
/cds=(0.4865) /gb=X68060 /gi=37230 
/ug=Hs.75248/len=4866 


T0P2 
B 


topoisomerase 
(DNA) II beta 
(180kD) 


3p24 


365 
88_ 
at 


Cluster Incl. AB018353:Homo sapiens 
mRNA for KIAA0810 protein, partial 
cds /cds=(0,2475) /gb=AB018353 
/gi=3882340 /ug=Hs.7531 /Ien=4047 


KIAAO 
810 


KIAA0810 
protein 
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0!l_ 

at 


Cluster Incl. M33308:Human vinculin 1 > 
mRNA, complete cds /cds=(50,3250) 
^gb=M33308 /gl=340236 /ug=Hs.75350 
/len=5102 


yCL ^ 


/mculin 

' j 


10q22. 
l-q23 


366 
07_ 
at 


Cluster Incl.' Z99716:bK250D10.5 
(alpha-N-acetylgalactosaminidase) 
/cds={472,1707) /gb=Z99716 
/gi=4456457 /ug=Hs.75372 /len=3606 








366 
08_ 
at 


Cluster Incl, D55654:Human mRNA for 1 
cytosolic malate dehydrogenase, 
complete cds /cds=(55.1059) 
/gb=D55654 /gl=1 255603 
/ug=Hs.75375/len=1267 


MDH1 


malate 

dehydrogenase 
1, NAD (soluble) 


2p16 


366 
29_ 
at 


Cluster Incl. AI635895:tz82a07.x1 

1 

Homo sapiens cDNA, 3 end 
/clone=IMAGE-2295060 /clone_end=3 
/gb=AI635895 /gi=4687225 
/ug=Hs.75450 /len=1 082 


DSIPI 


delta sleep 
inducing 
peptide, 
immunoreactor 


Xp21.1 
-q25 


366 
38_ 
at 


Cluster Incl. X78947:H.sapiens mRNA 
for connective tissue growth factor 
/cds=(1 45, 1 1 94) /gb=X78947 
/gi=474933/ug=Hs.75511 /len=2312 


CTGF 


connedive 
tissue growth 
factor 


6q23.1 


366 
44_ 
at 


Cluster Ind. D29963:Homo sapiens 
mRNA for CD151, complete cds 
/cds=(84.845) /gb*D29963 
/gi=207o3o4 /ug— MS. f 00O*» /len— i*»oo 


CD151 


1 CD151 antigen 


11p15. 
5 


366 
61. 
8_a1 


Cluster Ind. X06882:Human gene for 
CD14 differentiation antigen 
t /cds=(105.1232) /gb=X06882 
/gi=29736 /ug=Hs.75627 /len=1356 


• CD14 

1 


1 CD14 antigen 


5q31.1 
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^gi=29736 /ug=Hs.75627 /len=1356 








366 
67_ 
at 


Cluster Incl. U47025:Human fetal brain 
glycogen phosphorylase B mRNA, 
complete cds /cds=(34,2565) 
/gb=U47025 ' /gi=1 172225 
/ug=Hs.75658 /len=4055 


PYGB 


"phosphorylase, 
glycogen; brain" 


20p1 1 . 
2- 

pll.1 

• 


366 
90_ 
at 


Cluster Incl. M10901:Human 
glucocorticoid receptor alpha mRNA, 
complete cds /cds=(1 32,2465) 
/gb=M10901 /gi=1 83032 /ug=Hs.75772 
/len=4788 


NR3C 
1 


nuclear receptor 
subfamily 3, 
group C, 
member 1 


5q31 


367 
09_ 
at 


Cluster Incl. Y00093:H.sapiens mRNA 
for leukocyte adhesion glycoprotein 
p1 50,95 /cds=(64,3555) /gb=Y00093 
/gi=35175 /ug=Hs.51077 /len=4654 


ITGAX 


integrin, alpha X 
(antigen CD11C 
(p150), alpha 
polypeptide) 


16p11. 
2 


367 
10_ 
at 


Cluster Incl. Z38026:H.sapiens mRNA 
for FALL-39 peptide antibiotic 
/cds«(1 1,523) /gb=Z38026 /gi=558378 
/ug=Hs.51120/ien=615 


CAMP 


cathelicidin 

antimicrobial 

peptide 


3p21.3 


367 
49_ 
at 


Cluster Incl. M73720:Human mast cell 
carboxypeptidase A (MC-CPA) gene 
/cds=(1 1 , 1 264) /gb=M73720 
/gi=1 87441 /ug=Hs.646/len=1633 








367 
66_ 
at 


Cluster Incl. X55988:Human EDN 
mRNA for eosinopnii aenvea 
neurotoxin /cds=(71 .556) /gb=X55988 
/gi=31088 /ug=Hs.728 /len=735 


RNAS 


ribonuclease, 

rAlNooe M lalllliyi 

2 (liver, 
eosinophil- 
derived 
neurotoxin) 


14q24- 
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367 < 

73_ 

f_at 


Cluster Incl. M81 141 .Human MHC 
class II HLA-DQ-beta mRNA (DR7 
DQw2), complete cds /cds=(35,820) 
/gb=M81141 /gi=1 88202 /ug=Hs.73933 
/len=1171 


HLA- 1 
DQB1 


Tiajor ( 
histocompatibilit 
y complex, class 
II, DQ beta 1 


ap^i.o 


367 
90_ 
at 


Cluster Incl. M19267:Human 
tropomyosin mRNA, complete cds 
/cds=(286,1140) /gb=M19267 
/gl=339943 /ug=Hs.77899 /len=1633 


TPM1 


tropomyosin 1 
(alpha) 


15q22. 
1 


367 
98_ 

g_a 


Cluster Incl. J04168:Human leukosialln 
mRNA, complete cds /cds=(95,1297) 
/gb=J041 68 /gi=1 871 18 /ug=Hs.80738 
/len=2288 


SPN 


sialophorin 
(gpL115, 
ieukosialin, 
CD43) 


16p11. 
2 


368 
02_ 
at 


Cluster Incl. M23197:Human 
differentiation antigen (CD33) mRNA, 
complete cds /cds=(12,1106) 
/gb=M23197 /gi=1 80097 /ug=Hs.83731 
/len=1437 


CD33 


CD33 antigen 
(gp67) 


19q13. 
3 


368. 
09_ 
- at 


Cluster Incl. L01664:Human eosinophil 
Charcot-Leyden crystal (CLC) protein 
(lysophospholipase) mRNA, complete 
cds /cds=(33,461) /gb=L01664 
/gi=1 87273 /ug=Hs.889 /len=586 


CLC 


Charot-Leyden 
crystal protein 


19q13. 
1 


368 
43_ 
at 


Cluster Incl. AB005666:Homo sapiens 
mRNA for GTPase-actlvating protein, 
complete cos /cus— ^z»o,o*»^*»; 
/gb=AB005666 /gi=2389008 
/ug=Hs.7019/len=3885 


SIPA1 


signal-induced 
proliferation- 
associated aene 
1 


liqi3. 
3 


368 
73„ 


Cluster Ind. D16532:Human gene foi 
very low density lipoprotein receptor 


1 







733 



wo 03/039443 
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at j 

I 


Sflanking and /cds=(6 15.3236) 
'gb=D16532 /gi=407220 /ug=Hs.73729 
flen-3853 








368 
78_ 
Lat 


Cluster Incl. M6002o: Human mhu 
class II HLA-DQ-beta (DQB1,DQw9), 
complete cds /cds=(57,842) 
/gb=M60028 /gi«188114 /ug=Hs.73931 
/len=1192 


DQB1 


iilaJUl 

histocompatibilit 
y complex, class 
II. DQ beta! 


6d21 3 

• 


368 
81_ 
at 


Cluster Incl. X71129:H.sapiens mRNA 
for electron transfer flavoprotein beta 
subunit /cds=(27,794) /gb=X71129 
/gi=297901 /ug=Hs.74047 /len=835 


ETFB 


electron- 
transfer- 
flavoprotein, 
beta polypeptide 


19q13. 
3 


368 
94_ 
at 


Cluster Incl. AL031846:dJ742C19.5 
(novel Chromobox protein) 
/cds=(89,844) /gb=AL031846 
/gl=41 64368 /ug=Hs.7442 /len=3964 








369 
00_ 
at 


Cluster Incl. U52426:Homo sapiens 
GOK (STIM1) mRNA, complete cds 
/cds=(565,2622) /gb=U52426 
/gi=2264345 /ug=Hs.74597 /len=4040. 


STIM1 


stromal 
interaction 
molecule 1 


11p15. 
5 


369 
36_ 
at 


Cluster Incl. U58766:Human FX 
protein mRNA, complete cds 
/cds=(74,1039) /gb=U58766 
/gi=1381178 /ug=Hs.75801 /len=1330 


TSTA3 


tissue specific 
transplantation 
antigen P35B 


8q24.3 


369 
45_ 
at 


Cluster Incl. X94910:Homo sapiens 
mRNA for ERp28 protein 
/cds=(1 1.796) /gb=X9491C 
/gF3413292/ug=Hs.75841 /len=892 


C12orf 
8 

1 


chromosome 12 
open reading 
frame 8 


12q24. 
13 
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at 


Cluster Incl. D16480;Homo sapiens 
mRNA for mitochondrial .enoyl-CoA 
hyclratase/3-hydroxyacyl-CoA 
deliydrogenese alpha-subunit of 
trifunctional protein, complete cds 
/cds=(27,2318) /gb=D16480 
/gl=493657 /ugaHs.75860 /len=2690 


HADH 
A 


hydroxyacyl- 

Coenzyme A 

dehydrogenase/ 

3-ketoacyl- 

Coenzyme A 

thiolase/enoyl- 

Coenzyme A 

hydratase 

(trifunctional 

protein), alpha 

subunit 


2p23 


369 
63_ 
at 


Cluster Incl. U30255;Human 
phosphogluconate dehydrogenase 
(hPGDH) gene, complete cds 
/cds=(6,1457) /gb=U30255 /gi=984324 
/ug=Hs.75888/len=1536 . 


PGD 


phosphoglucona 
te 

dehydrogenase 


1p36.3 
p36.13 


369 
at 


Cluster Incl. U41 371 .Human 
spliceosome associated protein (SAP 
145) mRNA, complete cds 
/cds*(48.2866) /gb=U41371 
/gN1 173904 /ug«Hs.75916 /len=2820 


SF3B2 


splicing factor 
3b, subunit 2, 
145kD 


11q13. 
1 


369 
80_ 
at 


Cluster Incl. U03105:Human B4-2 
protein mRNA, complete cds 
/cds=(113.1096) /gb=U03105 
/gi=476094 /ug=Hs.75969 /len=2061 


B4-2 

1 


proline-rich 
protein with 
nuclear 

targeting signal 


6q16.1 


369 
96_ 
at 


Cluster Incl. U41635:Human OS-9 
precurosor mRNA, complete cds 
/cds=(85,2088) /gbsU4163S 
/gFl 322233 /ug»Hs.76228 /Iens2736 


OS-9 


amplified in 
osteosarcoma 


12q13 


370 


Homo sapiens /REF»M23254 
/DEF=Cluster incl. :Human Ca2- 


CAPN 
2 


calpain 2, (m/ll) 
large subunit 


1q41- 
q42 
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at i 

i 


activated neutral protease large : 
subunit (CANP) mRNA, complete cds 
(cds=(1 30,2232) /gb= /gi=51 1 636 
^ug=Hs.76288 /len=3213 /LEN=3435 


2 


arge subunit < 


^42 


370 
15_ 
at 


Cluster Incl. K03000:Human aldehyde 
dehydrogenase 1 mRNA /cds=(0.1022) 
/gb=K03000 /gi=1 78399 /ug=Hs.76392 
/len=1560 


ALDH1 
A1 


aldehyde 
dehydrogenase 
1 family, 
member A1 


9q21 

• 


370 
18_ 
at 


Cluster Incl. AI189287:qd05c04.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-1 722822 /clone_end=3 
/gb=AI1 89287 /gi=3740496 
/ug=Hs.7644/len=738 


H1F2 


HI histone 
family, member 
2 


6p21.3 


370 

21_ 
at 


Cluster Incl. X16832:Human mRNA for 
cathepsin H (EC 3.4.22.16) 
/cds=(34,1041) /gb=X16832 /gi=29709 
/ug=Hs.7647i5/len=1399 


CTSH 


cathepsin H 


15q24- 
q25 


370 
23_ 
at 


Cluster Incl. J02923:Human 65- 
kilodalton phosphoprotein (p65) 
mRNA, complete cds /cds=(74,1957) 
/gb=J02923 /gi=1 89501 /ug=Hs.76506 
/len=3175 


LCP1 


lymphocyte 
cytosolic protein 
1 (L-plastin) 


13q14. 
3 


370 
26_ 
at 


Cluster Incl. AF001461:Homo sapiens 
Kruppel-like zinc finger protein Zf9 
mRNA, complete cds /cds=(30,881) 
/gb=AF001461 /gi=3378030 
/ug=Hs.76526 /len=1 354 


COPE 
B 


core promoter 
element binding 
protein 


10p15 


370 
27_ 
at 


Cluster Incl. M80899:Human nove 
protein AHNAK mRNA, partia 
sequence /cds=(0.3835) /gb=M8089S 


AHNA 
K 


AHNAK 

nucleoprotein 
(desmoyokin) 


11q12- 
q13 
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at / 

1 


gi=178282 /ug=Hs.76549 /len=4051 


( 


desmoyokin) 




370 1 
29_ i 
at 1 


Homo sapiens /REF=X83218 i 
'DEF=Cluster Incl. :H.sapiens mRNA < 
for ATP synthase /cds=(36,677) /gb= 
^gi=1 008079 /ug=Hs.76572 /len=750 
/LEN=826 


MP5 i 
0 


MP synthase. : 

H+ transporting, 

mitochondrial 

F1 complex, 0 

subunit 

(oligomycin 

sensitivity 

conferring 

protein) 


21q22. 
11 


370 
39_ 
at 


Cluster Incl. J00194:human hla-dr 
antigen alpha-chain mma & ivs 
fragments /cds=(26,790) /gb=J00194 
/gi=1 88231 /ug=Hs.76807/len=1199 


HLA- 
DRA 


major 

histocompatibilit 
y complex, class 
11, DR alpha 


6p21.3 


370 
54_ 
at 


Cluster Incl. J04739:Human 
bactericidal pernieability increasing 
protein (BPI) mRNA, complete cds 
/cds«(30;l493) /gb=J04739 
/gi=1 79528 /ug=Hs.89535 /len=1813 


BPI 


1 .... 
bacterictdal/per 

meability- 

increasing 

protein 


20q11. 1 
23-q12 


370 
99_ 
at 


Cluster Incl. AI806222:wf26e10.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2356746 /clone_end=3 
/gb=AI806222 /gi=5392788 
/ug=Hs.100194 /len=563 


ALOX5 
AP 


arachldonate 5- 
lipoxygenase- 
activating 
protein 


13q12 1 


371 
47_ 
at 


Cluster Incl. AF020044:Homo sapiens 
lymphocyte secreted C-type lectin 
precursor, mRNA, complete cds 
/cds=(179,1 1 50) /gb=AF02004^ 
/gi=2828595 /ug=Hs. 105927 /len=1391 


1 
\ 


"et^m nel 

growth factor 
lymphocyte 
secreted C-type 
lectin" 


1 19a13 1 
3 

\ 1 
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DIuster Incl. U95626:Homo sapiens 
ccr2b (ccr2). ccr2a (ccr2). ccr5 (ccr5) 
and ccr6 (ccr6) genes, complete cds, 
and lactoferrin (lactoferrin) gene, 
partial cds /cds=(2.1429) /gb=U95626 
/gl=2104517 /ug=H8.105938 /len=1607 






• 


371 
59_ 
at 


Cluster Incl. U79259:Human clone 1 
23945 mRNA, complete cds 
/cds=(636,1403) /gb=U79259 
/gi=1 71 021 3 /ug=Hs.1 0700 /len=1 683 


DJ159 
A19.3 


hypothetical 
protein 


1p36.1 
3 


372 
63_ 
at 


Cluster Incl. U55206:Homo sapiens | 
human gamma-glutamyl hydrolase 
(hGH) mRNA, complete cds 
/cds=(59. 1015) /gb=U55206 
/gi=2957l43 /ug=Hs.78619 /len=1265 


GGH 


gamma- 
glutamyl 
hydrolase 
(conjugase, 
folylpolygamma 
glutamyl 
hydrolase) 


8q12.1 


373 
11_ 
at 


Cluster Incl. AF010400:untitled 
/cds=(50.1063) /gb=AF010400 
/gi=2612878 /ug=Hs.77290 /len=1242 






P 


373 
26_ 
at 


"Cluster Incl. U93305:Homo sapiens 
A4 differentiation-dependent protein 
(A4), triple LIM domain protein (LM06). 
and synaptophysin (SYP) genes, 
complete cds; and calcium channel 
alpha-1 subunit (CACNA1F) gene, 
partial cds /cas*(7o,ooo) /go-uaoouo 
/gF=270769" 








373 
33_ 
at 


Cluster Incl. X63692:H.sapien8 mRNA 
for DNA (cytosln-5)-methyltransferase 
1 /cds=(237.5087) /gb=X63692 


i DNMT 

! 1 

1^ 


DNA (cytosine- 
5-)- 

methyltransfera 


. 19p13. 

2 
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/gl«1632818 /ug=Hs.77462 /len=5408 




se 1 




373 
44_ 
at 


Cluster Incl. X62744:Human RING6 
mRNA for HLA class II alpha chain-like 
product /cds«(45,830) /gb=X62744 
/gN36062 /ug*Hs.77522 /len«1079 


HLA- 
DMA 


major 

histocompatibilit 
y complex, class 
II, DM alpha 


ep21.3 


373 
84_ 
at 


Cluster Ind. D13640:Human mRNA for 
KIAA0015 gene, complete cds 
/cds=(1 06,1470) /gb=D13640 
/gi=286006/ug=Hs,77961 /len=5134 


KIAAO 
015 


KIAA0015 gene 
product 


22q11. 
22 


373 
ai 


Cluster Ind. D17793:Human mRNA for 
KIAA0119 gene, complete cds 
/cas-(51 , 1 022) /gb=D1 7793 
/gi=457407 /ug=Hs.78183 /len=1204 

1 


AKR1 
C3 


aldo-keto 
reductase family 
1, member C3 
(3-alpha 
hydroxysterold 
dehydrogenase, 
type II) 


10p15- 
p14 


374 
03_ 
at 


Cluster Ind. X05908:Human mRNA for 
llpocortin /cds=(74,"l114) /gb=X05908 
/gi=34387 /ug=Hs.78225 /len=1399 


ANXA 
1 


annexin AI 


9q12- 
q21.2 


374 
n7 

u/_ 
s_at 


Cluster Ind. AF013570:Homo sapiens 
smooth muscle myosin heavy chain 
SM2 mRNA, alternatively spliced, 
partial cds /cds=(0,1767) 
/gb=AF013570 /gi=2352944 
/ug=Hs.78344 /len«2580 


MYH1 

1 


myosin, heavy 
polypeptide 1 1 , 
smooth muscle 


16p13. 
13- 

p13.12 


374 
08_ 
at 


Cluster Ind. AB014609:Homo sapiens 
mRNA for KIAA0709 protein, complete 
cds /cds=(1 16,4555) /gb=AB014609 
/gi=3327231 /ug=Hs.7835 /len=5841 


KIAAO 
709 


endocytic 

receptor 

(macrophage 

mannose 
receptor family) 


17q24. 
1 
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17_ 

at 



375 
79_ 
at 



376 

00. 

at 



Cluster Incl. M36542:Human lymphoid- 
specific transcription factor mRNA, 
complete cds /cds=(54,1445) 
/gb=M36542 /gi=339495 /ug=HS.1101 
/len=2048 



P0U2 
F2 



receptor family) 



Cluster Incl. L47738:Homo sapiens 
inducible protein mRNA, complete cds 
/cds=(1004,1714) /gb«L47738 
/gl=1009098 /ug=Hs.80313 /len=2881 



PIR12 
1 



POU domain, 19q13. 
class 2, 1 31 

transcription 
factor 2 



Cluster Incl. U68186:Human 
extracellular matrix protein 1 mRNA, 
complete cds /cds=(1 03,1 725) 
/gb=U68186 /gi=2660683 
/ug=Hs.81071 /len=1819 



cytoplasmic 
FMRP 
interacting 
protein 2 



5q34 



ECMI I extracellular 

matrix protein 1 



1q21 



376 

15. 
at 



376 
at 



376 

57 

at 



Cluster Incl. D86962:Human mRNA for 
KIAA0207 gene, complete cds 
/cds=(781,2547) /gb=D86962 
1=1503997 /ug=Hs.81875 /len=5431 



Cluster Incl. U52682:Human 
lymphocyte specific interferon 
regulatory factor/interferon regulatory 
factor 4 (LSIRF/IRF4) mRNA, complete 
cds /cds=(125,1477) /gb=U52682 
/gi=1 3781 08 /ug=Hs.821 32 /len=5320 



Cluster Ind. Y16270:Homo sapiens 
PALM gene, exon 1 and joined CDS 
/cds=(145,1308) /gb«Y16270 
/gi*3219601 /ug=Hs.78482 /len=2823 



GRB1 I growth factorl7p12- 
receptor-bound |p11-2 
protein 10 



IRF4 I interferon 

regulatory factor 
4 



6p25- 
p23 
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s at 



Cluster Incl. U16799:Human Na.K- ATP1B 
ATPase beta-1 subunit mRNA, I 1 
complete cds /cds=(45,950) 
/gb=U16799 /gi=806753 /ug=H8.78629 
/len«1476 



377 
01_ 

I at 



377 

39, 

at 



ATPase, 
Na+/K+ ' . 
transporting, 
beta 1 
polypeptide 



Cluster Incl. L13463:Human helix-loop- 
helix basic phosphoprotein (G0S8) 
mRNA, complete cds /cd8=(32,667) 
/gb=L13463 /gi=292054 /ug-Hs.78944 
/len=1345 



RGS2 



377 
47_ 
at 



377 
55_ 
at 



Cluster Incl. M86737:Human high 
mobility group box (SSRP1) mRNA, 
complete cds /cds=(274,2403) 
/gb=M86737/gi=1 84241 /ug=Hs.79162 
/len=2825 



SSRP 
1 



Cluster Ind. U05770:Human annexin V 
(ANX5) gene /cds=(1 64,1 126) 
/gb=U05770 /gl=2182176 
/ug=Hs.79274 /Ien=1 597 



regulator of G- 

protein 

signalling 2, 
24kD 



stmcture 
specific 
recognition 
protein 1 



377 
62_ 
at 



Cluster Incl. AB023169:Homo sapiens KIAAO 
mRNA for KIAA0952 protein, complete | 952 
cds /cds=(359,1927) /gb=AB023169 
/gi=4589547 /ug=Hs.7935 /len=4856 



KIAA0952 
protein 



Cluster Incl. Y07909:H.sapiens mRNA | EMP1 
for Progression Assodated Protein 
/cds=(218,691) /gb«Y07909! 
/gi*1 542882 /ug=Hs.79368 /len=2774 



epithelial 
membrane 
protein 1 



1q22- 
q25 



1q31 



11q12 



20p12. 
1 



12p12. 
3 



377 
75_ 



Cluster Ind. W25951:17d10 Homo| 
sapiens cDNA /gb=W25951 



septin6 



Xq24 
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at / 


gi=1 306236 /ug=Hs.1 23282 /len=738 








378 ( 

09_ 

at 


Cluster Incl. U41813:Human class 1 1 
homeoprotein (H0XA9) mRNA, partial ! 
cds /cds=(0,389) , /gb=U41813 
/gi=1 1 841 68 /ug=Hs.1 27428 /len=141 1 


HOXA 1 
3 


lomeo box A9 

1 


rp15- 
f)14 


378 
11_ 
at 


Cluster Incl. AF042792:Homo sapiens 
alpha 2 delta calcium channel subunit 
isoform .1 mRNA, complete cds 
/cds=(1 61 ,3598) /gb=AF042792 
/gi=2781438 /ug=Hs.1 27436 /ien=5463 


CACN 
A2D2 


calcium 
cnannei, 
voltage- 
dependent, 
alpha 2/delta 
subunit 2 


3p21.3 


378 
97_ 
s_at 


Cluster Incl. AI985964:wr79d08.x1 1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2493903 /clone_end=3 
/gb=AI985964 /gi=5813241 
/ug=Hs.82961 /len=487 


TFF3 


tretoii Tacior o 
(intestinal) ' 


91n99 1 

3 


379 
26_ 
at 


Cluster Incl. D14520:Human mRNA for 
GC-Box binding protein BTEB2, 
complete cds /cds=(558,1217) 
/gb=D14520 /gi=303596 /ug=Hs.84728 
/len=1301 


KLF5 


Kruppei-iiKe 
factor 5 
(intestinal) 


32 


379 
64_ 
at 


Cluster Incl. X16662:Human mRNA for 
vascular anticoagulant-beta (VAC- 
beta) /cds=(1 06.1 089) /gb=X16662 
/ni-'%7R'^ft /uasHs 87268 /len=1940 


ANXA 
8 


annexin A8 


lOqII. 
2 


379 
67_ 
at 


Cluster Incl. AF000424:Homo sapiens 
LST1 mRNA, cLSTI/C splice variant 
complete cds /cds=(225,500; 
/gb=AF000424 /gi=:21 45063 


. LY117 

p 

) 


lymphocyte 
antigen 117 


6p21.3 
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/ug=Hs.88411 /len=635 



379 
92_ 
s at 



Cluster Incl. A1436567:ti03b09.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2129369 /clone_end=3 
/gb=AI436567 /gi=4282731 
/ug=Hs.89761 /len=680 



ATP5D 



ATP synthase, 
H+ transporting, 
mitochondrial 
F1 complex, 
delta subunit 



19p13. 
3 



380 
06_ 
at 



Cluster Incl. M37766:Human MEM-102 
glycoprotein mRNA, complete cds 
/cds=(20,751) /gb=M37766 /gi=187518 
/ug-Hs.901 /len=1058 



CD48 CD48 antigen 
(B-cell 
membrane 
protein) 



380 I Cluster Incl. U05259:Human MB-1 
17_ gene, complete cds /cds=(36,716) 
at I /gb=U05259 /gi=452661 /ug=Hs.79630 
/len=1107 



380 I Cluster Incl. M60278:Human heparin 
37_ binding EGF-IIke growth factor mRNA, 
at I complete cds /cds=(261,887) 
/gb=M60278 /gi=1 83866 /ug=Hs.799 
/len=2342 



1q21.3 
-q22 



DTR 



diphtheria toxin 
receptor 

(heparin-binding 
epidemnal 
gro\wth factor- 
like growth 
factor) 



5q23 



380 
63. 
at 



Cluster Incl. U00952:Human clone 
A9A2BRB7 (CAC)n/(GTG)n repeat- 
containing mRNA /cds=UNKNOWN 
/gb=U00952 /gi=405054 /ug=Hs.8068 
/len=1047 



380 I Cluster Incl. M83664:Human MHC 
95J class II lymphocyte antigen (HLA-DP) 
at I beta chain mRNA, complete cds 
/cds=f 59.835) /gb=M83664 /gi=1 88478 



HLA- 
DPB1 



major 
histocompatibillt 
y complex, class 
II. DP beta 1 



6p21.3 
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/I 


jg=Hs.814/len=1501 


1 


1, DP beta 1 




380 ( 
96_ ( 
f_at I 

1 

t 


Cluster Ind. M83664:Human MHC \ 
:lass 11 lymphocyte antigen (HLA-DP) I 
jeta chain mRNA, complete cds 
'cds=(59.835) /gb=M83664 /gl=1 88478 
fug=Hs.814/len=1501 


II A ■ 

3PB1 1 


Tiajor ( 
listocompatibilit 
/ complex, class 
II, DP beta 1 




380 
97_ 
at 


Cluster Incl. AF010313:Homo sapiens 
PigB (PIGS) mRNA, complete cds 
/cds=(72,1028) /gb=AF010313 
/gi=2415301 /ug=Hs.8141 /len=2165 


PIG8 


etoposide- 
induced mRNA 


11q24 


381 

12_ 

9_a 
t 


"Cluster Ind. X15998:H.sapiens mRNA 
for the chondroitin sulphate 
proteoglycan versican, V1 splice- 
variant; precursor peptide 
/cds=(266,7495) /gb«X15998 
/gi=37662 /ug.=Hs.81800 /Iens8224" 


CSPG 
2 


chondroitin 
sulfate 

proteoglycan 2 
(versican) 


5q14.3 


381 
16_ 
at 


Cluster Ind. D14667:Human mRNA for 
KIAA0101 gene, complete cds 
/cds-(61,396) /gb=D14657 /gF285938 
/ug=Hs.81892/len=836 


KIAAO 
101 


KIAA0101 gene 
product 


I'5q22. 
1 


381 
47_ 
at 


Cluster Ind. AL023657:Homo sapiens 
SH2D1A cDNA, fomerly known as 
DSHP /cds=(299,685) /gb=AL023657 
/gi=3153107 /ug=Hs.151544 /ien=2530 


SH2D1 
A 


SH2 domain 
protein 1A, 
Duncan's 
disease 

(lymphoprolifera 
tive syndrome) 


Xq25- 1 

1 1 


381 
94_ 
s_a 


Cluster Ind. M63438:Human l( 
rearranged gamma chain mRNA, V-J 
t C region and complete cds 
/cds=(0,1049) /gb=M63438 /gi=18484- 


IGKC 

5 

7 


immunoglobulin 
kappa constant 


2p12 



744 



wo 03/039443 



PCT/EP02/12303 



/ug=Hs.156110/len=1244 



382 
25_ 
at 



Cluster Incl. AF052728:Homo sapiens 
HERG-USO (HERG) mRNA, 
alternatively spliced, partial cds 
/cds=(0,284) ' /gb=AF052728 
/gi=3549258 /ug=Hs. 165664 /ien=767 



KCNH I potassium 
2 I voltage-gated 
channel, 
subfamily 
(eag-related), 
member 2 



H 



7q35- 
q36 



382 
33_ 
at 



Cluster Incl. AF093266:Homo sapiens 
homer-3 mRNA, complete cds 
/cds=(90,1 1 66) /gb=AF093265 
/gi=3834620 /ug=Hs.1 66146 /len=1407 



HOME I Homer, 
R-3 I neuronal 

immediate early 
gene, 3 



9p13. 
12 



382 

69 

at 



383 
12_ 
at 



"Cluster Incl. AL050147:Homo sapiens 
mRNA; cDNA DKFZp586E0820 (from 
clone DKFZp586E0820) /cds=(0,1630) 
/gb=AL050147 /gi=4884153 
/ug=H8.91146/len*1837" 



PKD2 



protein 
D2 



i^inase 



19q13. 
2 



"Cluster Incl. AL050002:Homo sapiens 
mRNA; cDNA DKFZp5640222 (from 
done DKFZp5640222) 
/cds=UNKNOWN /gb=AL050002 
/gi=4884256 /ug=Hs.94795 /len=1546" 



383 
19_ 
at 



Cluster Incl. AA91 91 02:ol84h02.s1 I CD3D 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-1 536339 /clone_end=3 
/gb=AA919102 /gi=3058992 
/ug=Hs.95327/len=622 



CD3D antigen, 
delta 

polypeptide 
(TiT3 complex) 



11q23 



383 
36_ 
at 



Cluster Ind. AB023230:Homo sapiens KIAA1 
mRNA for KIAA1013 protein, partial | 013 
cds /cds=(0,3188) /gb=AB023230 
/gi=4589675 /ug=Hs.96427 /len=4783 



KIAA1013 
protein 



745 



wo 03/039443 



PCT/EP02/12303 



/ 


gl=4589675 /ug=Hs.96427 /len=4783 1 








383 ( 
61_ 1 
g_a i 
t 


Cluster Incl. AI688812:wd41c03.x1 1 1 
Homo sapiens cDNA, 3 end 
fclone=IMAGE-2330692 /cIone_end=3 
^gb=AI688812 /gi=4900106 
/ug=Hs.99491 /len=504 


RASG 1 
RP2 1 


Rflio guanyi 
releasing 
protein 2 
(calcium and 
DAG-regulated) 




383 
91_ 
at 


Cluster Incl. M94345:Homo sapiens | 
macrophage capping protein mRNA, 
complete cds /cds=(49,1095) 
/gb=M94345 /gi=1 87455 /ug=Hs.82422 
/len=1221 


CAPG 


capping protein 
(actin filament), 
gelsolin-like 


2cen- 
q24 


384 
14_ 
at 


Cluster Incl. U05340:Human p55CDC 1 
mRNA, complete cds /cds=(110,1609) 
/gb=U05340 /gi=468031 /ug=H8.82906 ' 
/len«1686 


CDC2 
0 


CDC20 (cell 
division cycle 
20, S. 
cerevisi^e, 
homolog) 


9ql3- 
q21 


384 
15_ 
at 


Cluster Incl. U14603:Human protein- 
tyrosine phosphatase (HU-PP-1) 
mRNA, partial sequence 
/cds=(423,926) /gb=U14603 
/gi=894158/ug=Hs.82911 /len=1526 


1 PTP4A 
2 


protein tyrosine 
phosphatase 
type IVA, 
member 2 


lpo5 


384 
35_ 
at 


Cluster Incl. U25182:Human 
antioxidant enzyme AOE37-2 mRNA, 
complete cds /cds=(43,858) 
/gb=U25182 /gi=799380 /ug=Hs.83383 

/Ian— O0 1 


PRDX 
4 


peroxiredoxin 4 


Vr\00 i 
ApZZ.l 1 

3 


384 
65_ 
at 


Cluster Ind. M37721:Humar 
peptidylglycine alpha-amidating 
monooxygenase mRNA, complete cds 
/cds=(1 88.31 1 2) /gb=M37721 


1 PAM 

1 


peptidylglycine 

alpha-amidating 

monooxygenase 


6q14- 
q21 

1 



746 



wo 03/039443 



PCT/EP02/12303 



/ 


gi=1 89594 /ug=Hs.83920 /len=3748 




1 1 




384 ( 
72_ 1 
at 1 

i 


Cluster Incl. D63477:Human mRNA for \ 
<IAA0143 gene, partial cxis ' 
'cds=(0,2658) _ /gb=D63477 
^gi=1 469867 /ug=Hs.84087 /len=5286 


<IAAO I 
143 1 


<IAA0143 { 
Drotein ^ 


Jq24.2 
Z 


384 
85_ 
at 


Cluster Incl. AA760866:nz14h07.s1 
Homo sapiens cDNA /clone=IMAGE- 
1287805 /gb=AA760866 /gi=2809796 
/ug=Hs.84549/len=553 


NDUF 
CI 


NADH 

dehydrogenase 
(ubiquinone) 1, 
subcomplex 
unknown, 1 
(6i<D, KFYI) 


4q28.2 
-Cjol . 1 


384 
87_ 
at 


Cluster Incl. D87433:Human mRNA for 
KIAA0246 gene, partial cds 
/cds=(0,6639) . /gb=D87433. 
/gi=1 665760 /ug=Hs.84753 /len-6777 








385 
77_ 
at 


Cluster Incl. U92981:Homo sapiens 
clone DT1P1B6 mRNA, CAG repeat 
region /cds^UNKNOWN /gb=U92981 
/gi=2781 399 /ug=Hs.1 8081 /len«1429 








385 
78_ 
at 


Cluster Incl. M63928:Homo sapiens T 
cell activation antigen (CD27) mRNA, 
complete cds /ccls=(1 00,882) 
/gb=M63928 /gi=1 80084 
/ug=Hs.180841 /len=1204 


TNFR 
SF7 


tumor necrosis 
factor receptor 
superfamily, 
member 7 




386 
53. 
at 


CIUSt6r inci. u 1 l*tito.nuino 
mRNA for PMP-22(PAS-ll/SR13/Ga& 
3), complete cds /cds={1 88,670 
/gb=D11428 /gi=22000J 
/ug=Hs.103724 /len=1806 


i PMP2 
- 2 


peripheral 
myelin proteir 
22 


17p12- 
1 p11.2 



747 



wo 03/039443 



PCT/EP02/12303 



386 
66_ 

at 



Cluster Incl. M85169:Human 
homologue of yeast sec7 mRNA, 
complete cds /cds=(69,1265) 
/gb=M85169 /gi=338001 /ug=Hs.1050 
/len=3301 



PSCD 
1 



pleckstrin 1 17q25 
homology, Sec7 
and coiled/coil 
domains 
1(cytohesin 1) 



386 I Cluster Incl. AA203303:zx55b01 .li 
95_ Homo sapiens cDNA, 5 end 
at I /clone=IMAGE-446377 /clone_end=5 
/gb=AA203303 /gi=1799194 
/ug=Hs.10758/len=876 



387 
05_ 
at 



NDUF 
S4 



Cluster Incl. AI31 0002:qo77c1 1 .x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-1914548 /done_end=3 
/gb=AI310002 /gi=4004873 
/ug=Hs.1 08332 /len*656 



UBE2 
D2 



NADH 1 5q11.r 

dehydrogenase 
(ubiquinone) Fe- 
S protein 4 
(18kD) (NADH- 
coenzyme Q 
reductase) 



ubiquitin- 
conjugating 
enzyme E2D 2 
(homologous to 
yeast UBC4/5) 



5p14.2 
-q23.3 



387 I Cluster Incl. D86978:Human mRNA fori KIAAO 
28_ KIAA0225 gene, partial cds 1 225 
at" I /Cds=(0,6043) /gb=D86978 
/gi=1 504029 /ug=Hs.84790 /len=6237 > 



KIAA0225 
protein 



7q33 



387 
30_ 
at 



Homo sapiens /REF=AB020671 
/DEF=Cluster Incl. mRHk for 
KIAA0864 protein, partial cds 
/cds=(0,3656) /gb= /gi=4240216 
/ug=Hs.84883 /len=431 9 /LENM481 



KIAAO 
864 



K1AA0864 
protein 



17p.11. 
2 



387 I Cluster Incl. AB011085:Homo sapiens 1 KIAAO 
35_ mRNA for KIAA0513 protein, complete | 513 
at" I cds /cds=(631,1866) /gb=AB011085 
/gi=3043549 /ug=Hs.85053 /len=7758 



KIAA0513 gene I 16q24. 
product 1 1 



748 



r 



wo 03/039443 



PCT/EP02/12303 



387 

47_ 
at 



Cluster Incl. M81945:Human CD34 
gene, promoter and /ccis={258,1415) 
/gb=M81945 /gi=409018 /u9=Hs.85289 
/len=2616 



387 
67_ 
at 



Cluster Incl. AF041037:Horno sapiens 
novel antagonist of FGF signaling 
(sprouty-1) mRNA, partial cds 
/cds=(0,419) /gb=AF041037 
/gF2827283 /ug=Hs.88044 /len'=1586 



SPRY 
1 



sprouty 
(Drosophlla) 
homolog 1 

(antagonist of I 
FGF signaling) 



387 I Cluster Incl. J04794:Human aldehyde 
80_ reductase mRNA, complete cds 
at I /cds=(60,1037) /gb=J04794 
|i=1 78480 /ug=Hs.89529 /len=1 132 



AKR1 
A1 



aldo-keto 1 1p33- 
reductase family | p32 
1, member A1 
(aldehyde 
reductase) 



387 I Cluster Incl. D29643:Human mRNA for 
91_ KIAA0115 gene, complete cds 
at I /cds=(106.1476) /gb=D29643 
i /gi=473936 /ug=Hs.89674/len=1668 



DDOS 
T 



dolichyl- 
diphosphooligos 
accharide- 
protein 
glycosyltransfer 
ase 



1p36.1 



388 I Cluster Incl. D64154:Human mRNA for 
08_ Mr 110,000 antigen, complete cds 
at I /cds=(46,1269) /gb=D64154 
/gi=994759 /ug=Hs.90107 /len=1375 



GP110 



cell membrane I 20q13. 
glycoprotein, 1 33 
IIOOOOM(r) 
(surfece 
antigen) 



388 I Cluster Incl. X79683:H.sapiens LAMB2 
12_ mRNA for beta2 laminin 
at" |/cds=(165.5561) /gb=X79683 
/gi=663206 /ug=Hs.90291 /len=5673 



LAMB 
2 



laminin. beta 2 
(laminin S) 



3p21 



388 Cluster Incl. AF039103:Homo sapiens 



HTATI 



HIV-1 



Tat 



llplS. 



749 



wo 03/039443 



PCT/EP02/12303 



24_ ■ 
at < 


rat-interacting protein TIP30 mRNA, 
complete cds /cds=(1 2,740) 
^gb=AF039103 /gi=3043926 
/ug=Hs.90753/len«1297 


P2 i 
1 

ll 


nteractive 
3rotein 2, 30 
<Da 


1 


388 
33. 
at 


Cluster ind. X00457:Human mRNA for 
SB classll histocompatibility antigen 
alpha-chain /cds=(0.702) /gb=X00457 
/gi=36405 /ug=Hs.914 /len=1048 


HLA- 
DPA1 


major 

histocompatibilit 
y complex, class 
11, DP alpha 1 


6p21.3 

• 


388 
58_ 
at 


Cluster Incl. U04270:Human putative 
potassium channel subunit (h-erg) 
mRNA, complete cds /ccls=(1 83,3662) 
/gb=U04270 /gi=487737 
/ug=Hs. 188021 /len=4070 


KCNH 
2 


potassium 
voltage-gated 
channel, 
subfamily H 
(eag-related), 
member 2 ' 


7q35- 
q36 


388 
79_ 
at 


Cluster Incl. D83664:Human mRNA for 
CAAF1 (calcium-binding protein in 
amniotic fluid 1), complete cds 
/cds=(68,346) /gb=D83664 
/gi=1 502286 /ug=Hs.1 941 3 /len=466 


S100A 
12 


S100 calcium- 
binding protein 
A12 (calgranulin 
C) 


1q21 


388 
93_ 
at 


Cluster Incl. AL008637:Human DNA 
sequence from clone 833B7 on 
chromosome 22q1 2.3-1 3.2 Contains 
genes for NCF4 (P40PHOX) 
protein.cytokine receptor common beta 
chain precursor CSF2RB (partial), 
ESTs. CA repeat, STS, GSS 
/CdS=(629,1o4o) /gD-ALUUooo/ 
/gF3136 








388 
94_ 
fl.a 


Cluster Ind. AL008637:Human DNA 
sequence from clone 833B7 on 
chromosome 22q1 2.3-1 3.2 Contains 









750 



wo 03/039443 



PCT/EP02/12303 



t £ 
• F 
( 
1 

1 


lenes for NCF4 (P40PHOX) 
)rotein,cytokine receptor common beta 
;hain precursor CSF2RB (partial), 
ESTs. CA repeat, STS, GSS 
'cds=(629,1648) /gb=AL008637 
fgi=3136 




1 1 




388 
95J 
_at 


Cluster Incl. X77094:H.sapiens mRNA 
for p40pliox /cds=(1 30,1 149) 
/gb=X77094 /gi=458543 
/ug=Hs. 1 96352 /len= 1 245 


NCF4 


neutrophil 
cytosolic factor 
4 (40kD) 


22q13. 
1 


389 
at 


Cluster Incl. X73617:H.sapiens mRNA 
for T-cell receptor delta 
/cds=UNKNOWN /gb=X73617 
/gi=402624 /ug=Hs.2014 /len=2343 








389 
49_ 
at 


Cluster Incl. L01087:Human protein 
kinase C-theta (PRKCT) mRNA, 
complete cds /cd8=(94,2214) 
/gb=L01087 /gi=558098 
/ugsHs.21 1 593 /len=2754 


PRKC 
Q 


protein Icinase 
C. theta 


A Am •I C 

10pio 


389 
63J 
_at 


Cluster Incl. U12707:Human Wiskott- 
Aldrich syndrome protein (WASP) 
mRNA, complete cds /cds=(34,1542) 
/gb=U12707 /gi=695150 /ug=Hs.2157 
/len=1806 


WAS 

1 


Wiskott-Aldnch 
syndrome 
(eczema- 
thrombocytopen 

la) 


Xpl 1 .4 
p11.21 


389 
92_ 
at 


Cluster Incl. X64229:H.sapiens del< 

imDkia //^e— /'^•^ 1 1fin^ /ah=X6422S 
mKNA lCQS—\00, 1 iw) /yu— 

/gi=30502 /ug=Hs.1 10713 /len=2699 


. DEK 


DEK oncogene 
(DNA binding) 


6p23 


389 
94_ 
at 


Cluster Incl. AF037989:Homo sapiens 
STAT-lnduced STAT inhibitor-2 mRNA 
complete cds /cdss(317,913 


i STAT! 
. 2 
) 


STAT inducec 
STAT inhibitor-2 


i 12q 



751 



wo 03/039443 PCT/EP02/12303 



at 



/gb=AF037989 /gi=3265032 
/ug=Hs.1 1 0776 /len=1 937 



390 
61_ 
at 



Cluster Incl. D28137:Human mRNA for 
BST-2, complete cds /cds=(9,551) 
/gb=D28137 /gi=457563 
/ug=Hs.118110/len=996 



BST2 I bone marrow 
stromal cell 
antigen 2 



19p13. 



390 
62. 
at 



Cluster Incl. AL008726:dJ337O18.2 
(Lysosomal Protective Protein 
precursor (EC 3.4.16.5, Cathepsin A, 
Carboxypeptidase C)) /cds=(133,1575) 
/gb=AL008726 /gi=31 83870 

/ug=Hs.118126 /len=1946 



390 

70 

at 



Cluster Incl. U03057:Human actin 
bundling protein (HSN) mRNA, 
complete cds /cds=(111,1592) 
/gb=U03057 /gl=458027 
/ug«Hs.1 1 8400 /len=2767 



390 
89_ 
at 



SNL 1 singed 

(Drosophila)-like 
(sea ' urchin 
fascin homolog 
like) 



7p22 



Cluster Incl. Y07604:H.saplens mRNA | NME4 
for nucleoside-dipliosphate kinase 
/cds=(1 1,574) /gb=Y07604 
/gi=1 945761 /ug=Hs.9235 /len=879 



non-metastatic 
cells 4, protein 
expressed in 



16p13. 
3 



391 
at 



Cluster Incl. L08069:Human heat i DNAJ 
shock protein, E. coll DnaJ homologue | A1 
mRNA. complete cds /cds=(82,1275) 
/gb=L08069 /gi=306713 /ug=Hs.94 
/len=1438 



DnaJ (Hsp40) 
homolog, 
subfamily A, 
member 1 



9p13- 
p12 



391 
36_ 
at 



Cluster Incl. AB017642:Homo sapiens | 0SR1 
mRNA for oxidative-stress responsive 
1, complete cds /cds=(342,1925) 
/gb=AB017642 /gi=4519628 



oxidative-stress 
responsive 1 



3p22- 
p21.3 



752 



wo 03/039443 
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/ug=Hs.95220/len=4519 



391 
65_ 
at 



391 
at 



Cluster Incl. U47101:Human NifU-like 
protein (hNifU) mRNA, partial cds 
/cds=(0,366) /gjD=U47101 /gi=1685101 
/ug=Hs.9908/len=819 



NIFU 1 nitrogen fixation 
cluster-like 



12q24. 



"Cluster Incl. AL049957:Homo sapiens 
mRNA; cDNA DKFZp564J0323 (from 
clone DKFZp564J0323) 
/ccls=UNKNOWN /gb=AL049957 
/gi=4884209 /ug=Hs.99766 /len=2180" 



391 
79. 
at 



Cluster Incl. Z26248:H. sapiens mRNA PRG2 proteoglycan 2, 



11q12 



for eosinophil granule major basic] 
protein /cds=(857.1525) /gb=Z26248 
/gi=940510 /ug=Hs.99962 /len=1637 



bone marrow 
(natural killer 
cell activator 
eosinophil 
granule major 
basic protein) 



392 
62_ 
at 



Cluster Incl. U79266:Human clone I HSU79 
23627 mRNA, complete cds 1 266 
/cds=(184,1041) /gb=U79266 
/gi=1710225 /ug=Hs.23642 /len=1561 



393 
01_ 
at 



Cluster Incl. X85030:H.sapiens mRNA 
for skeletal muscle-specific calpain 
/cds=(0.2465) /gb=X85030 /gi=791039 
/ug=Hs.239689 /len=2466 



CAPN 
3 



protein 
predicted 
clone 23627 



by 



calpain 3, (p94) 



11q13. 



15q15. 
1- 

q21.1 



393 
27_ 
at 



Cluster Incl. D86983:Human mRNA for 
KIAA0230 gene, partial cds 
/cds=(0,4490) /gb=D86983 
/gi=1 504039 /ug=Hs.118893 /len=5510 



D2S44 
8 



Melanoma 
associated gene 



2pter- 
p25.1 



753 



wo 03/039443 



PCT/EP02/12303 



393 ( 
58_ r 
at 1 


Cluster Incl. U37146:Human silencing 
Tiediator of retinoid and thyroid 
lormone action (SMRT) mRNA, 
complete cds /cds=(495,4982) 
^gb=U37146 /qfI 045654 
^ug=Hs.1 20980 /len=597'o 


■ 


L 1 


• 


396 
10_ 
at 


Cluster Incl. X16665:Hunfian H0X2H 1 
mRNA from the Hox2 locus 
/cds=(78,1148) /gb=X16665 /gi=32381 
/ug=Hs.2733/len=1520 


HOXB 
2 


homeo box B2 | 


17q21- 
q22 


396 
49_ 
at 


Cluster Incl. X78817:H.sapiens partial 1 
C1 mRNA /cds=(42,2882) /gb=X78817 
/gi=840785 /ug=Hs.31 09 /len=3236 


ARHG 
AP4 


Rho GTPase 1 
activating 
protein 4 


Xq28 


396 
at 


"Cluster Ind. AL050034:Homo sapiens 
mRNA; cDNA DKFZp566G0224 (from 
clone DKFZp566G0224) /cds=(0.1380) 
/gb=AL050034 /gi=4884274 
/ug=Hs.33573/len=1762" 


ADPR 
TL3 


"ADP- 

riuosyitransieras 
e (NAD-i-; poly 
(ADP-ribose) 
polymerase)-like 
3" 


3p22.2 


396 
89_ 
at 


Cluster Incl. AI362017:qy39a10.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2014362 /clone_end=3 
/gb=AI362017 /gi=41 13638 
/ug=Hs.1 35084 /len=778 


CST3 


cystsiin 
(amyloid 
angiopathy and 
cerebral 
hemonrhage) 


2 


397 
at 


Cluster Incl. X16416:Human c-abi 

mRMA pnrndina o150 DfOtein 
/cds=(147.3539) /gb=X16416 
/gi=28236 /ug=Hs.146355 /len=5527 


ABL1 


v-abi Abelson 
murine leukemia 
viral oncogene 
homolog 1 


9q34.1 


397 
55 


Cluster Incl. Z93930:Human DW 
sequence from clone 292E10 or 


\ 1 







754 



wo 03/039443 
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at 



chromosome 22q11-12. Contains the 
XBP1 gene for X-box binding protein 1 
CTREB5), ESTs, STSs, GSSs and a 
putative CpG island /cds=(30,815) 
/gb=Z93930 /gl=4775603 
/ug=Hs.1 49923 /len=1 802 



397 
56_ 



Cluster Incl. Z93930:Human DMA 
sequence from clone 292E10 on 
chromosome 22q11-12. Contains the 
XBP1 gene for X-box binding protein 1 
(TREB5). ESTs, STSs. GSSs and a 
putative CpG island /cds=(30,815) 
/gb=Z93930. /gi=4775603 
/ug=Hs.149923 /len=1802 



397 
75_ 
at 



398 

01 

at 



Cluster Incl. X54486:Human gene for 
C1-lnhibitor /cds=(60.1562) 
/gb=X54486 /gF29534 /ug=Hs.151242 
/len«1827 



398 
14_ 
s_at 



Cluster Incl. AF046889:Homo sapiens 
lysyl hydroxylase isofomn 3 (PL0D3) 
mRNA, complete cds /cds=(21 6,2432) 
/gb=AF046889 /gi=31 53234 

/ug=Hs.1 53357 /len=2735 



398 
24. 
at 



Cluster Incl. AI052724:oz27a12.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-1676542 /clone_end«3 
/gb=AI052724 /gF3308715 
/yg=Hs.1 09201 /len=682 



Cluster Incl. AI391564:tg16b02.x 
Homo sapiens cDNA, 3 end 
/rJnne=tMAGE-21 08907 /clone_end= 



»LOD 



L0C51 
635 



procollagen- 
lysine, 2- 
oxoglutarate 5- 
dioxygenase 3 



7q22 



CGI-86 protein 



14q23. 
1 



ESTs, Weakly 
similar to 
A28996 proline- 



755 



wo 03/039443 



PCT/EP02/12303 



at l/gb=AI391564 /gi=4217568 
/ug=Hs.110820/len=442 



398 
at 



Cluster Incl. AA522530:ni38d12.s1 
Homo sapiens cDNA, 3 end 
I /clone=IMAGE-979127 /clone_ends3 
/gb=AA522530 /gl=2263242 
/ug=Hs.111244/len=891 



398 1 Cluster Incl. U05040:Human FUSE 
60_ binding protein nriRNA, complete cds 
at I /cds=(26,1960) /gb=U05040 
/gi=460151 /ug=Hs.1 18962 /len=2325 



rich protein M14 
precursor 
mouse 
[M.musculus] 



FLJ20 hypothetical 
500 I protein 



399 I Cluster Incl.. AI526089:DU3.2-7.H07.r 
21_ Homo sapiens cDNA, 5 end 
at I /clone_end=5 /gb*AI526089 
/gF4440207 /ug=Hs.1342 /len=788 



399 I Cluster Incl. AB023139:Homo sapiens 
29_ mRNA for KIAA0922 protein, partial 



at 



399 
68_ 
at 



cds /cds=(0,2372) /gb=AB023139 
/gi=4589475 /ug=Hs.37892 /len=2505 



Cluster Incl. U50136:Human 
leukotriene C4 synthase (LTC4S) 
gene, complete cds /cds*(96,548) 
/gb=U50136 /gi=1314482 /ug=Hs.456 
/len=665 



399 Cluster Incl. D11466:Homo sapiens 
93_ I mRNA for PIG-A protein, complete cds 



Homo sapiens 
far upstream 
element (FUSE) 
binding protein 
1 (FUBP1) 
mRNA 



lOpter- 
q26.12*l 



C0X5 I cytochrome c 
B oxidase subunit 
Vb 



2cen- 
q13 



KIAAO 
922 



KIAA0922 
protein 



RIGA phosphatidylino 
sitol glycan 



4q31.3 



Xp22.1 



756 



wo 03/039443 
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at l/cds=(85.1539) /gb=D11466 
I /gi=219993 /ug=Hs.51 /len=3689 



class A 
(paroxysmal . 
nocturnal 
hemoglobinuria) 



400 I Cluster Incl. L26232:Human 
81_ phospholipid transfer protein mRNA, 
at I complete cds /cds=(87.1568) 
1 /gb=L28232 /gl=468325 
/ug=Hs.154854 /len=1750 



PLTP 



phospholipid 1 20q12- 
transfer protein | q1 3.1 



401 
59_ 
r at 



Cluster Incl. M55067:Human 47-kD 
autosomal chronic granulomatous 
disease protein mRNA, complete cds 
/cds=(22,1 1 94) /gb=M55067 
/gpl 89050 /ug=Hs.1583 /len=1349 



NCF1 



neutrophil 
cytosolic factor 
1 (47kD, chronic 
granulomatous 
disease, 
autosomal 1) 



7q11.2 
3 



401 I Cluster Incl. L06132:Human voltage- 
98_ dependent anion channel isofomi 1 
at 1 (VDAC) mRNA, complete cds 
/cds=(99.950) /gb=L06132 /gi=340198 
I /ug=Hs.1491 55 /len=1 806 



VDAC 
1 



voltage- 
dependent 
anion channel 1 



5q31 



402 

81. 

at 



Cluster Incl. D63878:Human mRNA for 
KIAA0158 gene, complete cds 
/cds=(258,1343) /gb=D63878 
/gi=961447 /ug=Hs.155595 /len=3433 



NEDD 

5 • 



neural precursor 
cell expressed, 
developmentally 
down-regulated 
5 



2q37 



402 
82_ 

s at 



Cluster incl. M84526:Human 
adipsin/complement factor D mRNA, 
complete cds /cds=(54,740) 
/gb=M84526 /gi=178625 
/ug=Hs.155597 /len=1071 



DF 



D component of 

complement 

(adipsin) 



19p13. 
3 



757 
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403 ( 
96_ > 
at < 

i 


Cluster Incl. U49395:Human ionotropic I 
MP receptor P2X5a mRNA, complete 
zds /cds={52,1317) /gb=U49395 
rgi=1 552521 /ug=Hs.77807 /len=1956 


32RX5 1 f 
I 
1 

( 


)urinergic 1 
eceptor P2X, 
igand-gated ion 
channel, 5 


7p13 


404 
07_ 
at 


Cluster Incl. U28386:Human nudear 
localization sequence receptor 
hSRP1 alpha mRNA, complete cds 
/cds=(1 32.1721) /gb=U28386 
/gi=899538 /ug=Hs. 159557 /len=1976 


<PNA 
2 


karyopherin 
alpha 2 (RAG 
cohort 1, 
importin alpha 

1) 


1 f q^o. 

1- ' 

q23.3 


404 
19_ 
at 


Cluster Incl. X85116:H.sapiens epb72 
gene exon 1 /cds=(61 ,927) 
ygb=X85116 /gpl 161561 
/ug=Hs.1 60483 /len=3035 








404 
56_ 
at 


"Cluster Incl. AL049963:Homo sapiens 
mRNA; cDNA DKFZp564A132 (from 
clone DKFZp564A132) 
/cds^UNKNOWN /gb=AL049963 
/gF4884213 /ug=Hs.16726 /Ien«1322" 






• 


404 
93_ 
at 


Cluster Incl. L05424:Human 
hyaluronate receptor (CD44) gene 
/cds=(1 36,2211) /gb=L05424 
/gi=950415 /ug=Hs.169610 /len=2905 








405 
09_ 
at 


Cluster Incl. J04058:Human electron 
transfer flavoprotein alpha-subunit 
mRNA, complete cds /cds=(0.1001) 

/nK— inAO^R /ai=1 8225C 
/ug=Hs, 1 6991 9 /len=1 266 


ETFA 


electron- 
transfer- 
flavoprotein, 
alpha 

polypeptide 
(glutaric aciduria 

II) 


15q23- 
q25 


405 


Cluster Incl. D25538:Human mRNA fo 


r ADCY 


1 adenylate 


1 16q12- 



758 



wo 03/039443 PCT/EP02/ 12303 



85_ U 
at / 

r 


CIAA0037 gene, complete cds ' 
cds=(265,3507) /gb=D25538 
gi=436217 /ug=Hs.172199 /len=6196 


7 c 


cyclase 7 < 


l13 


406 1 

10_ 

at 


Cluster Incl. Ai743507:wf72a06.x2 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2361106 /clone_end=3 
/gb=AI7435G7 /gi=51 1 1 795 
/ug=Hs.173518/len=733 


ZFR 


zinc finger RNA 
binding protein 


5pl<3.o 


406 
at 


Cluster Incl. X96719:H.sapiens mRNA 
for AlCL (activation-induced C-type 
lectin) /cds=(1 32,581) /gb=X96719 
/gi=1632815/ug=Hs.86201 /len=739 


CLEC 
SF2 


C-type (calcium 
dependent, 
carbohydrate- 
recognition 
domain) lectin, 
superfamily 
member 2 
(activation- 
induced) 


12p13- 
P12 


407 
18_ 
at 


Cluster Incl. AF013611:Homo sapiens 
lymphopain mRNA, complete cds 
/cds=(0.1 1 30) /gb=AF01 361 1 
/gi=2582044 /ug=Hs.87450 /len=1 131 


CTSW 


catliepsin W 
(lymphopain) 


11q13. 
1 


407 
23_ 
at 


Cluster Incl. AJ010059:Homo sapiens 
SIT protein /cds=(87,677) 
/gb=AJ010059 /gi=4688891 
/ug=Hs.88012/len=1232 


SIT 


SHP2 
interacting 
transmembrane 
adaptor 


9p13- 
p12 


407 
63_ 
at 


Cluster inci. uoOfUf .numaii 
leukemogenic homolog protelr 
(MEIS1) mRNA, complete cds 
/cds=(65,1237) /gb=U85707 
/gl=2058550 /ug=Hs.170177 /len=251 1 


1 

r 


Mels1 (mouse' 
homolog 


2p14- 
p13 
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407 ( 
67_ 1 
at i 

i 

i 


Cluster Incl. M59499:Human 
ipoproteln-associated coagulation 
nhibitor (LACI) gene /cds=(2,916) 
'gb=M59499 /gi=1 87205 
fug=Hs.1 70279 /len=3599 








407 
75_ 
at 


Cluster Incl. AL021786:Human DMA 
sequence from PAC 696H22 on 
chromosonne Xq21.1-21.2. Contains a 
mouse E25 like gene, a Kinesin like 
pseudogene and ESTs /cds=(0,680) 
/gb=AL021786 /gi=2853186 
/ug=Hs.17109/len=1389 






• 


407 
86_ 
at 


Cluster Incl. U37352:Human protein 
pliospliatase 2A Balphal regulatory 
subunit mRNA, complete cds 
/cds=(88.1632) /gb=U37352 
/gi=1203811 /ug=Hs.171734/len=4064- 


PPP2 
R5C 


protein 

phosphatase 2, 
regulatory 
subunit'B (B56), 
gamma isoform 




408 
17_ 
at 


Cluster Incl. M96824:Human 
nucleobindin precursor mRNA, 
complete cds /cds=(39,1421) 
/gb=M96824 /gi=1 89307 
/ug=Hs.172609/len=1650 . 


NUCB 
1 


nucleobindin 1 


2- 

q13,4 


408 
56_ 
at 


Cluster Incl. U29953:Human pigment 
epithelium-derived factor gene, 
complete cds /cds=(1 36,1 224) 
/gb=U29953 /gi=1 1 44298 

/iin—Ue iT'^MA /Ipns1 '^l 1 

/ug— ns,l f v057*r /leii"" iw 1 1 








408 
64_ 

at 


Cluster Incl. D25274:Homo sapiens 
mRNA, clone-P02ST£ 
/cds=UNKNOWN /gb=D2527^ 
1 /gi=464185 /ug=Hs.1 73737 /len=1232 
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1 


^gi=464185 /ug=Hs. 173737 /len=1232 




1 




1 408 
65_ 
at 


Cluster Incl. U51166:Human G/T 
mismatch-specific thymine DNA 
glycosylase mRNA, complete cds 
/cds=(399,1 63*1) /gb=U51 166 
/gFl378106 /ug=Hs.1 73824 /len=3410 


Do' 


cnymine-uiNM 
glycosylase 


1 


409 
36_ 
at 


Cluster Incl. AI651806:wb55f10.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGEr2309611 /done_end=3 
/gb=AI651806 /gi=4735797 
/ug=Hs.19280/len=609 


CRIM1 


cysteine-ncn 
motor neuron 1 


^PZI 


410 
96_ 
at 


Cluster Incl. AI126134:qd77c05.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-1 735496 /clone_end=3 
/gb=AI126134 ' /gi=3594648 
/ug=Hs.1 00000 /len=446 


S100A 
8 


S100 calcium- 
binding protein 
A8 (calgranulln 
A) 


1C|^1 


411 
38_ 
at 


Cluster Incl. M16279:Human MIC2 
mRNA, complete cds /cds=(1 77,734) 
/gb=M16279 /gi=1 88542 
/ug=Hs.1 77543 /len=1238 


MIC2 


antigen 

identified by 
monoclonal 
antibodies 
12E7, F21 and 


Xp22.3 
2 


411 
53. 
f_at 


Cluster Incl. AF102803:untitled 
/cds=(2,2722) /gb=AF1 02803 
/gi=4092760 /ug=Hs.178452 /Ien=366S 








411 
55_ 
at 


Cluster Incl. U03100:Human 
alpha2(E)-catenin mRNA, complete 
cds /cds=(4,2799) /gb=U03100 
/gi=414981 /ug=Hs. 1 78452 /len=3526 


CTNN 
A1 


catenin 
(cadherin- 
associated 
protein), alpha 1 
(102kD) 


5q31 
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(102kD) 




AAA 

56_ 

g-a 

t 


duster inci. uooiou.numan 
alpha2(E)-catenin mRNA, complete 
cds /cds=(4.2799) /gb=U03100 
/gF414981 /ug=Hs.178452/len=3526 


A1 


caienin 
(cadherin- 
associated 
protein), alpha 1 
(102kD) 


o^o 1 

• 


411 
63_ 
at 


Cluster Incl. AL109672:Homo sapiens 
mRNA full length insert cDNA clone 
EUROIMAGE 755868 /cds=(98,751) 
/gb=AL1 09672 /gi=5689836 
/ug=Hs.179516/len=1378 


P24d 


integral type i 
protein 


q25 


411 
64_ 
at 


Cluster Incl. X67301:H.sapiens mRNA 
for IgM heavy chain constant region 
(Ab63) /cds=(0,1361) /gb=X67301 
/gi=38407 /ug=Hs.179543 /len=1453 


IGHM 


immunoglobulin 
heavy constant 
mu 


14q32. 
33 


411 
65_ 

g_a 

t 


Cluster lncl. 'X67301:H.sapiens mRNA 
for IgM heavy chain constant region 
(Ab63) /cds=(0,1361) /gb=X67301 
/gi=38407 /ug=Hs.179543 /len=1453 


IGHM 


immunoglobulin 
heavy constant 
mu 


14q32. 
33 


411 
66_ 
at 


Cluster Incl. X58529:Human 
rearranged immunoglobulin mRNA for 
mu heavy chain enhancer and 
constant region /cds=UNKNOWN 
/gb=X58529 /gi=33480 /ug=Hs.179543 








411 
77_ 
at 


Cluster Incl. AW024285:wt69d06.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2512715 /clone_end=3 
/gb=AW024285 /gi=5877815 


FLJ12 
443 


hypothetical 

protein 

FU12443 


5p15.3 
3 



wo 03/039443 
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i 

1 


rug=Hs.179882 /len=550 




1 




411 
91_ 
at 


Cluster Incl. AB023209:Homo sapiens 
mRNA for K1AA0992 protein, partial 
cds /ccls=(0,2318) /gb=AB023209 
/gF4589627 /lig-Hs.l 80347 /len=4347 


KIAAO 
992 


palladin 


4q32.3 


411 
93_ 
at 


Cluster Incl. AB013382:Homo sapiens 
mRNA for DUSP6, complete cds 
/cds=(351,1496) /gb=AB013382 
/gl=3869139 /ug=Hs. 180383 /len=2390 


DUSP 
6 


dual specificity 
phosphatase 6 


12q22- 
q23 


412 
00_ 
at 


Cluster Incl. Z22555:H.sapiens 
encoding CLA-1 mRNA '/cds=(69,1 598) 
/gb=Z22555 /gi=397606 
/ug=Hs.180616/len=2552 


CD36L 
1 


CD36 antigen 
(collagen type 1 
receptor, 
thrombospondin 
receptor)-like 1 


12q24. 
31 


412 
20_ 
at 


Cluster Incl. AB023208:Homo sapiens 
mRNA for KIAA0991 protein, complete 
cds /cds=(732,2000) /gb=AB023208 
/gi=4589625 /ug=Hs.181002 /len=3938 


MSF 


MLL septin-like 
fusion 


17q25 


412 
73_ 
at 


Cluster Incl. 
AL046940:DKFZp586l0517_r1 Homo 
sapiens cDNA, 5 end 
/clone=DKFZp6861051 7 /clone_end=5 
/gb=AL046940 /gi=5434999 
/ug=Hs.231657 /len=695 








413 
38_ 
at 


Cluster inci. Aiyoi wo.wxoor i u.a i 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2546059 /clone_end=3 
/gb=AI951946 /gi=574425e 
/ug»Hs.244/lens523 
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o 
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413 
96_ 
at 


Cluster Incl. AB006629:Honno sapiens 
mRNA for KIAA0291 gene, partial cds 
/cds=(0.2856) /gb=AB006629 
/gi=2564329 /ug=Hs.i 04717 /len=4943 


CYLN2 


cytoplasmic 
linker 2 


7q11.2 
3 


414 
70_ 
at 


Cluster Incl. AF027208:Honno sapiens 
AC133 antigen mRNA, complete cds 
/cds=(37,2634) /gb=AF027208 
/gi=2688948 /ug=Hs.1 12360 /len=3794 


PROM 
LI 


prominin 
(mouse)-like 1 


4p15.3 
3 


414 
71_ 
at 


Cluster Incl. W72424:zd66a09.s1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-345592 /clone_end=3 
/gb=W72424 /gi=1 382379 
/ug=Hs.1 12405 /len=604 


S100A 
9 


SI 00 calcium- 
binding protein 
A9 (calgranulin 
B) 


1q21 


415 
03_ 
at 


Cluster Incl. AB020661 :Homo sapiens 
mRNA for KIAA0854 protein, complete 
cds /cds=(304,2817) /gb=AB020661 
/gi=4240196>ug=Hs.30209 /len=4089 


KIAAO 
854 


KIAA0854 
protein ' 


8q24.1 
3 


415 
35_ 
at 


Cluster Incl. AF006484:Homo sapiens 
putative oral tumor suppressor protein 
(doc-1) mRNA, complete cds 
/cds=(522,869) /gb=AF006484 
/gi=2738496 /ug=Hs.3436 /len=1608 


CDK2 
API 


CDK2- 
associated 
protein 1 


12q24. 
31 


415 
47_ 
at 


Cluster Incl. AF047472:Homo sapiens 
spleen mitotic chedtpoint BUB3 
(BUB3) mRNA, complete cds 

/CdS=(70,105O; /gD-ArU4/4/Z 
/gi=2921872 /ug=Hs.40323 /len=2585 


BUB3 


BUB3 (budding 
uninhibited by 
benzimidazoles 

Of y%seL<>\ 

homolog 


10q26 


416 
09_ 
at 


Cluster Incl. U15085:Human HLA-DMB 
mRNA, complete cds /cds=(233,1024) 
/gb=U15085 /gi=557701 /ug=Hs.1162 


HLA- 
DMB 


major 

histocompatibilit 
y complex, class 


6p21.3 
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1 at 1 

\ 1 


'len=1362 


c 


1. DM beta 




416 
54_ 
at 


Cluster Incl. X02994:Human mRNA for , 
adenosine deaminase (adenosine 
aminohydrolase, EC 3.5.4.4) 
/cds=(95,1186) /gb=X02994 /gi=28379 
/ug=Hs.1217/len=1498 


ADA 


adenosine 
deaminase 


zoqi2- 
q13.11 


416 
60_ 
at 


Cluster Incl. AL031588:dJ1163J1.1 
(ortholog of mouse transmembrane 
receptor CelsM (KIAA0279 LIKE EGF- 
like domain containing protein similar 
to rat MEG /cds=(0.4433) 
/gb=AL031588 /gi=4007108 
/ug=Hs.1 23043 /len=6438 


GTSE 

1 


G-2 and S- 
pliase 
expressed 1 


22q13. 
2- 

q13.3 


416 

94„ 
at 


Cluster Incl. M17754:Human BN51 
mRNA, complete cds /cds=(51.1238) 
/gb=M17754 /gi=179512 /ug=Hs.1276 
/len»1881 


BN51T 


BN51 (BHK21) 
temperature 
sensitivity 
complementing 


8q21 


417 
23_ 
s_at 


Cluster Incl. M32578:Human MHC 
class II HLA-DR beta-1 mRNA 
(DR2.3), Send /cds=(61,861) 
/gb=M32578 /gi=1 88305 
/ug=Hs.181366/len=1216 


HLA- 
DRB1 


major 

iiistocompatibilit 
y complex, class 
II, DR beta 1 


6p21.3 


417 
34_ 
at 


Cluster Incl. AB020677:Homo sapiens 
mRNA for KIAA0870 protein, complete 
cds /cds=(436.1998) /gb=AB020677 
/gi=4240228 /ug=ns.loiDD /ien-44o4 


KIAAO 
870 


KIAA0870 
protein 


8q24.3 


417 
47_ 
s_a1 


Cluster Incl. U49020:Human myocyte- 
specific enhancer factor 2A (MEF2A) 
I gene, first coding /cds=(142,1662] 
/gb=U49020 /gi=119753€ 


1 
1 

1 
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/ 


ug=Hs.182280/len=5329 








417 ( 
63_ 

g_a 

t 


Cluster Incl. D64015:Homo sapiens 
mRNA for T-cluster binding protein, 
complete cds /cds=(1 57,954) 
/gb=D64015 /gF2281005 
/ug«Hs.182741 /Ien='1737 


lALI 


1 IA1 cyioioxic 
granule- 
associated 
RNA-binding 
protein-like 1 


inn 

• 1 


417 
96_ 
at 


Cluster Incl. AB029015:Homo sapiens 
mRNA for KIAA1092 protein, partial 
cds /cds=(0,3464) /9b=AB029015 
/gl=5689520 /ug=Hs.54886 /len=4147 


PLCE2 


phospholipase 
C, epsilon 2 . 


3p24.3 


418 
08_ 
at 


Cluster Incl. AF052102:Homo sapiens 
clone 23926 mRNA sequence 
/cds=UNKNOWN /gb=AF052102 
/gl=3360409 /ug=Hs.5671 /len=1884 








418 
09_ 
at 


Cluster Incl. AI656421:tt50h10.x1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-2244259 /clone_end=3 
/gb=AI656421 /gl=4740400 
/ug=Hs.5671 /len=566 


MGC4 
175 


Ifiypotheticai 

protein 

MGC4175 


7C|^1.1 

-q21.2 


418 
47_ 
at 


Cluster Incl. AA214546:zr92c03.s1 
Homo sapiens cDNA, 3 end 
/clone=IMAGE-683140 /clone_end=3 
/gb=AA214546 /gi=1813171 
/ug=Hs.66576 /len=516 


IL24 


interieuKin Z4 




432 

at 


vnoflfi'% /F^ATUREscds 
/DEFINITION=HSTCRAC Human gene 
for T-cell receptor alpha chain C region 


TRA 


T cell receptor 
alpha locus 


' 14q11. 
2 


484 
at 


U59302 /FEATURE= 
/DEFINITION=HSU59302 Humar 


: NCOA 
\ 1 


nuclear recepto 
coactivator 1 


r 2p23 
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_at ! 

' 1 


steroid receptor coactivator-1 F-SRC-I 1 1 
mRNA, complete cds 


1 ( 


:oactivator 1 




529 
_at 


U15932 /FEATURE* 1 
/DEFINmON=HSU15932 Human 
dual-specificity protein phospliatase 
mRNA, complete cds 


DUSP 
5 


dual specificity 
phosphatase 5 


10q25 


538 
-at 


S53911 /FEATURE= 
/DEFINITION=S53911 
CD34=glycoprotein expressed in 
lympliohematopoletic progenitor cells 
{alternatively spliced, truncated form} 
[human, UT7, mRNA, 2657 nt] 


CD34 


CD34 antigen 


1q32 


585 
_at 


M30938 /FEATURE=mRNM2 
/DEFINITION=HUMKUP, Human Ku 
(p70/p80) subunit mRNA, complete 
cds 


XRCC 
5 


"X-ray repair 
complementing 
defective repair 
in ' Chinese 
hamster cells 5 
(doubie-strand- 
break rejoining; 
Ku autoantigen, 
80kD)" 


2q35 


605 
_at 


L78833 /FEATURE=exon#36 
/DEFINmON=HUMBRCA1 Human 
BRCA1, Rho7 and vati genes, 
complete cds, and ipf35 gene, partial 
cds 


1 1 






706 
-at 


Glucocorticoid Receptor, Beta 








767 
at 


AF001548 /FEATURE=mRNA 
1 /DEFINmON=HUAF001548 Human 


i 
1 







767 
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_at C 
( 

< 


Chromosome 16 BAG clone 
:iT987SK-A-815A9, complete 
sequence 










820 1 
_at i 


LJ77604 , /FEATURE^ 1 
^DEFINmON«HSU77604 Homo - 
sapiens microsomal glutathione S- 
transferase 2 (MGST2) mRNA. 
complete cds 


y/IGST 1 
2 j 


Tiicrosomai * 
glutathione S- < 
transferase 2 


q31 


854 
«at 


S76617 /FEATURE= 
/DEFINITION=S76617 blk=protein 
tyrosine kinase [human, B 
lymphocytes, mRNA, 2608 nt] 


BLK 


B lymphoid 
tyrosine l^inase 


8p23- 
p22 


931 
-at 


L08177 /FEATURE=I 
/DEFINITiON=HUMGPCRB Human 
i EBV induced G-protein coupled 
receptor (EBI2) mRNA, complete cds 


EBI2 


Epstein-Ban- 
Virus induced 
gene ^ 
(lymphocyte- 
specific G 
protein-coupled 
receptor) 


13q32. 
3 


932 
J_a 
t 


L11672 /FEATURE= 
/DEFIN1T10N=HUMKRUPZN Human 
Kruppei related zinc finger protein 
(HTF10) mRNA, complete cds 


ZNF91 


zinc finger 
protein 91 
(HPF7, HTF10) 


19p13. 
1-p12 


933 
at 


L11672 /FEATURE= 
/nPFiNimoN=HUMKRUPZN Humar 
Kruppei related zinc finger proteir 
(HTF10) mRNA. complete cds 


ZNF91 

1 
\ 


zinc fingei 
protein 91 
(HPF7, HTF10) 


' ispisTl 

1-p12 


958 
_s_ 


Rna Polymerase II. 14.5 Kda Subunit 
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at 






t 




AFF 

X- 

HU 

MR 

GE/ 

M1 

009 

8_ 

M_ 

at 


Ml 0098 Human 18S rRNA gene, 
complete L5, _M, _3 represent 
transcript regions 5 prime, Middle, and 
3 prime respectively) 
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Table 22: 



1 





nBM 


CLL 


: GML 


ALL 


AML 




hBM! 














CLL 


ltp6%.(ii.bp: 












cml; 




1.1 00% (1.00 








n=10 




;iqd%"j(q;97 






:pi»ob,api^2: 




AML 


'ioo%:(i.oo 


1 V != ^^^M 

)/ 1 00% (1-:00) 1 G0%.i0.96f '97% (0.'95)^^^M 


n=59 






r h=§ 1 \ ^ 






<ie.&aiKuretyinJea>»^on»«utcr(iss validation j 






(T=iDBnlidenc«: . }• „ .. ! -• . — ^ 
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Table 23: 
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Goiub 


difigenes 






A- Samples: 18 / 85 


A- samples: 18/85 

f 


Accuracy 0,87 


accuracy 0,96 


Confidenc 
e 0,77 


confidenc 

e 0,88 


Failed 6,19,22,26,78,79,80,81.82,83,84,85,99 


failed 5,6,19,22 


« 

Gene i 


Signal-to- 
noise . 


i 

[» 


lecision 
imit 


5 

gene i 


iignal-to- 
noise | 

1 


P 


lecision 
imit 


gl 


■1,14 


D* 


♦82,01 


gl 


-1,14 


D 




g2 


-1,06 


1* 


192.17 


g2 


-1.06 


0* 


98,50 


g3 


r0,97 


0* 


207.67 


g3 


-0,97 


0 




g4 


0,94 


0* 


205.05 


g4 


0,94 


0 




g5 


-0,93 


0* 


1818,11 


g5 


-0.93 


0 




g6 


0,93 


0* 


451,74 


g6 


0.93 


0 




g7 


-0,91 


0* 


23,84 


g7 


-0,91 


0 




g8 


^,90 


0* 


225,72 


g8 


-0.90 


0 
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i 
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Table 25 



GenBank 
accession 
No. 



Approved 
UCUHGNC/HUG 
O database 
symbol 



Description 



identified 
according to 
GolubetaL 



Identified 
utilizing 
multiple-tree 
dassifters 



M65066 PRKAR1B 



cAMP-dependent protein kinase regulatory subun'rt RUbeta 



AL049933 



QNAI1 



guanine nucleotide binding protein (G protein), alpha intiibiiing 
activity polypeptide 1 



AF010310 



PIG6* 



proline oxidase homolog 



N90866 



CDW52 antigen (CAMPATH-1 antigen) 



M26326 KRT18 



keratin, type t cytoskeletal 18 



DKFZP586N1922 



N99340 



DKFZP586N1922 protein 



M25915 



CLU 



dusterin precursor 



AI207842 



PTGDS 



prostagland]n-h2 d-isomerase precursor 



X16665 H0XB2 



X96719 



CLECSF2 



homeotrax protein hox-b2 



C-type (caldum dependent, carbohydrate-recognition domain) 
lectin, superfamily member 2 (acth/ation-induced) 



AF013611 



CTSW 



cathepsin vif (lymphopaln) precursor 



W72424 



S10QA9 



calgranulin b (migration inhibitory factor-related protein 14) 



AF013570 



MYH11 



myosin heavy chain, smooth musde isoform 



AF001548 



MYH11 



myosin heavy chain, smooth musde isofbnm 
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X53742 Ft 


>LWt fib 


ulin-1 




X 


U37122 M 


303 gs 


imma adducin 




X 


J038S3 A 


DRA2C al 


pha-20-1 adrenergic receptor 




X 


Y10183 A 


C 

ICAM nr 


D166 antigen precursor {activated leukocyle-cell adhesion 
lolecule) 




X • 


AB0Q2313 f 


>LXrV82 p 


lexin B2 




X 


pC78817 / 


\RHGAP4 \t 


ho GTPase activating protein 4 




X 


kd4486 


SERPING1 k 


)lasma proteased inhibitor precursor 




X 


L19872 




aryl hydrocarbon receptor 




X 


M15395 


rrGB2 


CD18, integrin beta-2 precursor 




X 


Lf045229 


RGS10 


regulator of g-protein signaling 1 0 




X 


p43638 


CBFA2T1 


MTG8 protein (ETO protein) 




X 


llVIZ9«iOv 


SELL 


l-selectin precursor (iymph node homing receptor) 




X 


U25986 


DKFZP564K082i 
* 


)\ 

hypothetical protein DKFZp564K0822 




X 


M36035 


BZRP 


peripheral-type benzodiazepine receptor 




X 


bc64624 


P0U4F1 


brain-spedfic homeobox/pou donialn protein 3a 




X 


M18728 


CEACAMB 


carcinoembryonic antigen-related cell adhesion molecule 6 (no 
specific cross reacting antigen) 


n- 


X 


L77349 


TGFBI 


transforming growth t&dor-beta induced protein ig-h3 precursor 




X 
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Msosgo / 


\HNAK r 


euroblast differentiation associated protein ahnalc 




X 


M13560 


( 

0D74 


:D74 antigen.- Onvariant polypeptide of major histocompatibiTrtv 
complex, dass il antigen-assodated) 




X 


X62744 


HLA-DMA 


major histocompatibirity complex, class II, DM alpha, RiNG6 




X 


M32578 


HLA-DRB1 


HLA dass 11 histocompatibUity antigen, dr-1(dw14) beta chain 
precursor 




X 


X00457 


HLA'DPAI 


HLA dass 11 histocompatibility antigen, dp alpha chain precursor 




X 


J00194 


HLA-DRA 


HLA dass 11 histocompatibility antigen, dr alpha chain precursor 




X 
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Table 26: Comparisons of protein expression and mRNA abundance in acute myeloid 



leukemia as assessed by flow cytometry and microanray analysis 



Antigen 


Number of I 
comparisons 


3othFCandMA I 
positive 


3oth FC and MA 
negative 


l\/IA positive and 
FC negative 


FC positive and 

M. M M. - — 

MA negative 


Myeloperoxidase 


25 


25 


- 






CD13 


25 


24 


- 




1 


CD33 


25 


24 


- 


• 


1 


CD46 


21 


21 


- 


• 


t 


HLA-DR 


10 


10 


- 


• 




CD136 


4 


3 


- 


1 




CD61 


19 


- - 


19 






CD10 


15 


- 


15 


- 


• 


CD235a 


14 


- 


12 


2 


• 


NG2 


11 


- 


11 


- 




CD22 


6 


- 


5 


- 


■ 


CD133 • 


4 


- 


4 


- 




CD79a 


2 


- 


1 


1 




CD14 


23 


6 


14 


3 




CD34 


22 


17 


4 


1 


• 


CD2 


22 


16 


3 


3 




CD7 


22 


14 


8 


- 




CD15 


19 ■ 


15. 


1 


3 




CDS 


9 


4 


4 


1 




Lactoferrin 


13 


8 


2 


3 




GD1 16 


6 


4 


2 


- 




CD11b 


7 


5 


2 






CD19 


12 


5 


2 


5 




CD36 


22 


2 


14 




6 


CD38 


9 


4 


1 




4 


CD4 


18 


6 


7 


2 


3 


CD56 


23 


2 


17 




4 


CD64 


23 


15 


4 


3 


1 


TdT 


20 




17 


2 


1 


Total 


450(100%) 


230(51.1%) 


169 (37.6%) 


30 (6.7%) 1 21 (4.7%) 
51 (11 .4%) not congruent 




399 (88.7%) congruent 



Protein expression and mRNA abundance were compared In 25 patients. "Number of 
5 comparisons' Indicates the number of patients analyzed for the respective antigens 
(maximum number, 25 patients) 
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Table 27 



Affymet 
rix ID 



Description_microarray 



Symbol 



Descriptio Chromosom 
n NetAffec e 



1087_a 
t 



M60459 /FEATURE= 
/DEF1NITI0N=HUMERYTH Human 
erythropoietin receptor mRNA, complete cdsi 



AD000092 /FEATURE=cds#2 
/DEFINITIONsCH19HHR23 Homo sapiens 
1747_a DNA from chromosome 19p1 3.2 cosmlds 
t R31240, R30272 and R28549 containing the 
EKLF, GCDH, CRTC, and RAD23A genes, 
genomic sequence 

AD000092 /FEATURE=cds#6 
/DEF1NITI0N=CH19HHR23 Homo sapiens 
1 752_a DNA from chromosome 1 9p1 3.2 cosmids 
t R31 240, R30272 and R28549 containing the 
EKLF, GCDH. CRTC. and RAD23A genes, 
genomic sequence 

t 

S82470 /FEATURE= /DEFINITION=S82470 
BB1=malignant cell expression-enhanced 
1 80_at gene/tumor progression-enhanced gene 
[human. UM-UC-9 bladder carcinoma cell 
line, mRNA. 1897 nt] 



206 at 



M84424 /FEATURE=expanded_cds 
/DEFINmON=HUMCTSE09 Human 
cathepsin E (CTSE) gene, exon 9 and 



erythropoietin 
receptor 



19p13.3- 
p13.2 



leukocyte 
receptor cluster 
(LRC) member 
4 



19q13.4 



cathepsinE 
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31381. 
at 



complete cds 

Cluster Ind. AF076483:Homo sapiens 
peptldoglycan recognition protein precursor 
(PGRP) mRNA, complete cds /cds=(44,634) 
/gb=AF076483 /gi=3342532 /ug=Hs.137583 
/len=690 



, peptidoglycan 
recognition 
protein 



19q13.2- 
q13.3 



Cluster Ind. D32039:Human pgH3 mRNA for] 
31 682_ proteoglycan PG-M(V3), complete cds 
s_at /cds=(1 05.2072) /gb=D32039 /gi=1 00891 2 
/ug=Hs.234753 /len=2087 



31749. 
f at 



32323. 
at 



33093 
at 



Cluster Ind. Z98744:histone H2A 
/cds=(7,399) /gb=Z98744 /gl=3080457 
/ug=Hs.1 31 954 /len=499 

. Cluster Ind. M63582:Human 
preprothyrotropin-releasing hormone gene 
/cds=(8.736) /gb=M63582 /gi=1 90297 
/ug=Hs.1 82231 /len=1457 

Cluster Ind. AF077346:Homo sapiens 
interleukin-18 receptor accessory protein-like 

mRNA, complete cds /cds=(483,2282) 
/gb=AF077346 /gi=3851 059 /ug=Hs.1 5831 5 
/len=2681 



Cluster Ind. U35146:Human p56 KKIAMRE 
33584_ protein kinase (KKIAMRE). complete cds 
at ~ /cds=(0.1481)/gb=U35146/gi=1517819 
/ug=Hs. 1 5851 2 /Ien=1 482 

341 10_ Cluster Ind. AF010310:Homo sapiens p53 
g_at induced protein mRNA, partial cds 

/cds=(0.761 ) /gb=AF01 031 0 /gi=241 5296 



chondroitin 
sulfate 
I proteoglycan 2 
(versican) 



5q14.3 



H2Ahi8tone 
ifamily, member 6p22-p21.3 

N 



thyrotropin- 

releasing 3q13.3-q21 
homione 



interleuldn 18 
receptor 
accessory 
protein 

cydin- 
dependent 
kinase-nite 2 
(CDC2-related 
Idnase) 



2p24.3- 
p24.1 



proline oxidase 
homolog 
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/ug=Hs.21 1605 /len=888 

Cluster Incl. AL049651 .Human DMA 
' sequence from clone 753D1 0 on 

chromosome 20 Contains genes for 
341 39_ SSTR4(somatostatin receptor 4) and 
at THBD(thrombomoclurin), ESTs, STSs, GSSs 
and CpG islands /cds=(98,1264) 
/gb=AL049651 /gi=4741619 /ug=Hs.226Q15 
/len=1427 



34800_ 
at 



Cluster Incl. AL039458:DKFZp434N0910_s1 
Homo sapiens cDNA, 3 end 
/clone=DKFZp434N0910 /clone_end=3 
/gb=AL039458 /gi=5408506 /ug=Hs.4193 
/len=849 



Cluster Incl. M15059:Human Fc-epsilon 
34960_ receptor (IgE receptor)' mRNA, complete cds 
g_at (HI 07 epitope) /cds=(21 3. 1 1 78) /gb=M1 5059 
/gi=182447 /ug=Hs.1416 /len=1530 

Cluster Incl. AB009598:Homo sapiens 
35179_ mRNA for glucuronyltransferase I, complete 
at cds /cds=(29, 1 036) /gb=AB009598 

/gi=3892639 /ug=Hs.26492 /len=1441 

I 

Cluster Incl. AC004410iHomo sapiens 
35426_ chromosome 19, fosmid 39554 
at ~ /cds-(0,1196)/gb=AC004410/gi=2959558 
/ug=Hs.167352/len=1197 

35552_ Cluster Incl. AI041 1 80:ov77e05.x1 Homo 
at sapiens cDWK, 3 end /clone=IMAGE- 
1 643360 /clone_end=3 /gb=AI041 1 80 



somatostatin 
receptor 4 



20p11.2 



orkholog of 
mouse integral 
membrane 
glycoprotein 
Lid 

I Fc fragment of 
I IgE, low affinity 
, receptor for 
{CD23A) 



beta-1,3- 
glucuronyltrans 

ferase3 
(glucuronosyttr 
ansferase I) 



19p13.3 



11q12.2 



hypothetical 
protein from 
EUROIMAGE 
42353 

phosphate 
cytidylyttransfer 
ass 1, choline, 



19p13.3 



Xp22.22 
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/gF3280374 /ug=Hs.132794 /len=810 

Cluster Ind. M26326:Human keratin 18 
35766_ mRNA, complete cds /ccls=(51 .1 343) 
at /gb=M26326 /gi=1 86690 /ug=Hs.651 1 4 

/len=1412 



36021_ 
at 



Cluster Incl. AL049409:Homo sapiens 
mRNA; cDNA DKFZp586H0919 (from clone 

DKFZp586H0919) /cds=UNKNOWN 
/gb=AL049409 /gi=4500194 /ug=Hs.44865 
/len=1419 



Cluster Incl. U43959:Human beta 4 adducin 1 
36052_ mRNA, altematlvely spliced partial cds 
at /cds=(0,938) /gb=U43959 /gi=1 172145 
/ug=Hs.4852/len=1284 

Cluster Incl. N99340:IMAGE-20074 Homo 
36095_ sapiens cDNA /clone=IMAGE-20074 
at ~ /gb=N99340/gi=1 270755 /ug=Hs.7357 

/len=1110 

Cluster Incl. U51333:Human hexokinase III 
36372_ (HK3) mRNA, complete cds /cds=(74,2845) 
at /gb=U51333 /gFl255787 /ug=Hs.159237 

/len=3049 



36464. 
at 



Cluster Ind. X94323:H.sapiens mRNA for 
SGP28 protein /cds=(40.777) /gb=X94323 
/gi=1213612/ug=Hs.54431 /len=2124 



Cluster Ind. AA883870:am26f01 .s1 Homo 
36657_ sapiens cDNA, 3 end /done=II^GE- 
at ~ 1467961 /done_end=3 /gb=AA883870 
/gi=2993400 /ug=Hs.75615 /len=599 



betalsofbrm 



keratin 18 12q13 



lymphoid 

entiancer- 4q23-q25 

I binding fadorl 



adducin 2 
(beta) 



2p14-p13 



iDKFZP586N19 
22 protein 



19q13.1 



hexoldnase 3 
(wliitecelQ 



5q35.2 



{specific granule 

protein (28 6p12.3 
l(Da) 



apolipoprotein 
CIl 



19q13.2 
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Cluster Incl. Z38026:H.sapiens mRNAfor 
36710. FALL-39 peptide antibiotic /cdsa(1 1 ,523) 
at ~ /gb=Z38026 /gi=558378 /ug=H8.51 1 20 
' /len=615 



Cluster Incl. M25915:Human complement 
36780_ cytolysis inhibitor (CLI) mRNA, complete cds 
at " /ccls=(198,1544)/gb=M25915/gi=180619 
/ug=Hs.75106/len=1651 



Cluster Incl. D87433:Human mRNA for 
38487_ K1AA0246 gene, partial cds /cds=(0,6639) 
at /gb=D87433 /gi=1 665760 /ug=Hs.84753 

/len=6777 

Cluster Incl. AF062534:Homo sapiens 
38975_ genethonin 1 mRNA, complete cds 
at /cds=(127,1203) /gb=AF062534 /gi=3851 521 
/ug=Hs.1 09590 /len=2340 

Cluster Incl. U03057:Human actin bundling 
39070_ protein (HSN) mRNA, complete cds 
at ~ /cds=(1 11.1 592) /gb«U03057 /gi=458027 
/ug«Hs. 1 1 8400 /len=2767 

39221_ Cluster Incl. AF004231 :Homo sapiens 
at monocyte/macrophage Ig-related receptor 
MIR-1 0 (MIR cl-1 0) mRNA, complete cds 




hypothetical 
protein 
FU12442 



3p21.3 



8p21-p12 



genethonin 1 4q24-q25 




singed 
(Drosophila)- 
like (sea urchin 
fascin homolog 
like) 

leukocyte 
immunoglobulin 
-like receptor, 



7p22 



19q13.4 
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/cds=(208,2001) /gb=AF004231 /gl=2343110 
/ug=Hs.22405 /len*2863 



39307_ 
s at 



39775_ 
at 



40282. 
s at 



Cluster Incl. X81637:H.sapiens clathrin light 
chain b gene /cds=UNKNOWN /gb=X81637 
/gi=963046 /ug=Hs.239782 /len=5938 

Cluster Incl. X54486:Human gene for C1- 
inhibitor /ccls=(60,1562) /gb=X54486 
/gi=29534 /ug=Hs.151242 /len=1827 

Cluster Incl. M84526:Human 
adipsin/complement factor D mRNA, 
complete cds /cds=(54,740) /gb=M84526 
/gN1 78625 /ug=Hs.1 55597 /Ien=1071 



Cluster Incl. M63904:Human G-alpha 16 
40365_ protein mRNA, complete cds 

at ~ /cds=(21 9, 1 343) /gb=M63904 /gi=1 82891 
./ug=Hs.73797 /len=2060 



Cluster Incl. U85707:Human leukemogenic 
40763_ homolog protein (MEIS1) mRNA, complete 
at cds /cds=(65.1 237) /gb=U85707 

/gi=2058550 /ug=Hs.170177 /len=2511 

Cluster Ind. U77643:Homo sapiens K12 
41045_ protein precursor mRNA, complete cds 
at /cds=(1 1 8,864) /gb=U77643 /gl=2062390 
/ug=Hs.95655 /len=2000 

Cluster Incl. AC004080:Homo sapiens PAC 
41 448_ ^i^^g pjQ^ ^QQ^ g f^Q^ 5.p2i 



subfamily B 
(vtitthTMand 
mu domains), 
member 2 

datliiin, ligM 
poiypeptide 



4q21-qter 



19p13.3 



complement 

component 1 11q12-q13.1 

inhibitor 

D component 
J of complement 
(adipsin) 



guanine 
nucleotide 
binding protein 
(G protein), 
alpha 15 (Gq 
class) 



19p13.3 



I Meisi (mouse) 
homolog 



2p14-p13 



secreted and 
ansmembrane 
1 



17q25 



lomeoboxAlO 7p15-p14 
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at 



41815. 

at 



/cds=(0.1247) /gb=AC004080 /g|s2822164 
/ug=Hs.110637/lens1248 

Cluster Incl. AL080133:Homo sapiens 
mRNA; cDNA DKFZp434G173 (from clone 

DKFZp4'34G173) /cds=(1 22,3400) 
/gt)=AL080133 /gi=5262573 /ug=Hs.57749 
/len=4307 




synaptic nudei 
expressed 14q23.2 
gene 2 
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Table 28a 

BM-t(8;21) BM- BM- BM - BM-AML 

t(15;17) inv(16) t(11q23)/ML 

L 



accuracy 



100 



1.00 



1.00 



1.00 



1.00 



prediction 
strenght 



0.88 



0.91 



0.99 



0.89 



0.89 



Symbol 



P(g.c) 

values 



P(g.c) 
values 



P(g.c) 
values 



P(g.c) 
values 



P(g.c) 
values 




7.36 



7.36 



2.74 



-6.46 



-2.76 



-2.92 



3.35 



7.39 



2.51 



2.39 




7.39 



-2.12 



-5.02 
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Table 29 

I 



Analysis of the listed 14 leukemia subgroups and normal 
bone marrow (BM) according to the method as described by 
Golub et al. In paliwise comparison 



N 

ALLt(4;11) 9 

ALLt(8;14) 4 

ALL B not Ph 9 

ALL Ph 15 

T-ALL 9 
AML+8 

AML complex 36 

AML nomial 62 

AWILt(a;21) 13 

AMLt(15;17) 20 

AMLinv(16) 12 

AMLMLL 15 

CLL 32 

CML , 14 

nonnal BM ^ 



5 



793 



wo 03/039443 



PCT/EP02/12303 



ALLt{4;11)vs. all other 

accuracy 

confidence 

gene 

215925Xat 

225592^at 

205821_at 

209168_at 

225563„at 

209170_s_at 

219033_at 

227407_at 

226496_at 

219463.at 

203796_s_at 

210934_at 

221969.at 

239393.at 

238750_at 

239214_at 

218469_at 

226244.at 

218384_at 

20981 5_at 



samples: 9/ 260 
1 

0.983255511396901 
signal-to-noise p 

2.1521*1119031413 0 
2.10479676639873 0 
2.06781828794101 0 
2.03682741085015 0 
2.0365845909197 0 
1.99341681464758 0 
1.98127277039877 0* 
1.9806645400311 0* 
1.94883167321783 0 
1.92861464656998 0 
1.90484126349741 0 
1.78273664893858 0 
1.72749112194125 0 
1.72516948033426 0 
1.71981673787555 0 
1.67607810398359 0* 
1.65073049955565 0 
1.64755028976206 0 
1.64357646019602 0 
1.64023870547228 0 



decision limit gene symbol 

NRIVI 

D12S2489E 
GPM6B 



3296.75 
2368.95 



645.75 



GPM6B 
FU21308 



C20orf103 
BCL7A 
BLK 
PAX5 



CKTSFIBI 

CRHSP-24 
PTCH 



794 



wo 03/039443 



PCT/EP02/12303 



t(4;11)v8.t(16;17) 

accuracy 

confidence 

gene 

221969_al 
207697_x_at 
203948_s„at 
22491 8.x_at 
203949_at 
231736_x_at 
235101 _at 
) 202481_at 

219463_at 

201540_at 

238583^31 

205382_s_at 

226878_at 

210934.at 

226545_al 

38487.at 

220798_x_at 

232201_at 

204069.at 

244261_al 



..samples: 9/20 
1 
1 

signal^o-noise p 

5.83664657385464 0* 

5.35854600658567 0 

-5.11890143327711 0 

^.9355306862525 0 

-4.8364973202297 0 

-4.46563746824662 0 

4.28876186377802 0 

4.05195275593644 0 

3.9253737114322 0 

3.81769665767171 0 

-3.81099135622948 0 

-3.80101585016411 0 . 

3.74369099536436 0 

3.72127171897839 0 

3.69021106148297 0 

-3.54247992575908 0 

-3.50808230625528 0 

3.50091671488931 0 

3.4252967216987 0 

3.40910490910101 0 



decision iimit 
1301 



gene symt>ol 

PAX5 

LILRB2 

MPO 

MGST1 

MPO 

MGST1 

KIM1014 

SDR1. 

C20orf103 

FHL1 

DF 

BLK 

FLJ12442 
FU11535 
NKD2 
ME1S1 



795 



wo 03/039443 



o 



PCT/EP02/12303 



t(4;11)v8. inv(16) 


samples: 9 712 








accuracy 


1 








confidence 


1 








gene 


signaUto-noise 


P 


decision limit 


gene symbol 


225653.at 


-6.57614058007188 


0* 


129.2 




221969_at 


5.83664657385464 


0 




PAX5 


231259_s_at 


-5.68009935369819 


0 




CCND2 


203949_at 


-4.47845706407372 


0 




MPO 


200951_8_at 


-4.24994685464806 


0 




CCND2 


219463jat 


3.9253737114322 


0 




C20orf103 


203948_s_at 


-3.82832616186979 


0 




MPO 


200953_s_at 


-3.81507848947069 


0 




CCND2 


217979_at 


3.7506313191621 


0 




NET-6 


210934jat 


3.72127171897839 


0 




BLK 


204214_s.at 


-3.64249678228396 


0 




RAB32 


203973_s_at 


-3.54203246324105 


0 




CEBPD 


232201 _at 


3.50091671488931 


0 




NKD2 


216860_s_at 


3.46199526723217 


0 




GDF11 


244261_at • 


3.40910490910101 


0 






201360_at 


-3.40410310063102 


0 




CST3 


226496_at 


3.36372190983709 


0 






238824,at 


3.31690199423555 


0 






217966_s_at 


-3.29280071064851 


0 




C1orf24 . 


38340_al 


2.62428006100593 


0 




HIP12 



796 



wo 03/039443 



PCT/EP02/12303 



ALLt(4;11)v8.AML MLL 


samples: 9/ 15 




accuracy 


1 




confidence 


1 




gene 


slgnal-to-noise 


P 


221969.at 


4.924403129677 


0* 


226795_at 


4.12248256778444 


0 


205821_at 


4.05458217339808 


0 


201360_at 


^.44934876199388 


0 


244261jal 


3.40910490910101 


0 


217979_at 


3.33945130505483 


0 


20421 5_at 


3.27742574573237 


0 


2114Q4_s.at 


-3.1044343641572 


0 


217223.s_at 


3.09813118817326 


0 


206255.at 


3.06828641368978 


0 


214875_x_at 


-2.95163557135368 


0 


201828_x_at 


-2.94392967130376 


0 


208702.x_at 


-2.9259192302265 


0 


208456_s_at 


2.83112443648876 


0 


219229.at 


-2.78106365052986 


0 


210487_at 


2.65572482698711 


0 


210192_at 


2.63764031456982 


0 


226496_at 


2.63678458715383 


0 


203796_s.at 


2.63294411410401 


0 


212207_al 


2.62364024475935 


0 



decision linnit 
1534.5 



gene symbol 
PAX5 

D12S2489E 
CST3 

NET-6 

MGC4175 

APLP2 

BLK 

APLP2 

CXX1 

APLP2 

RRAS2 

SLC21A11 

DNTT 

ATPSAt. 

BCL7A 
KIAA1025 



797 



wo 03/039443 



PCT/EP02/12303 



u 



ALLt(4;11)v8. CLL 


samples: 9/32 








accuracy 


1 








conficlence 


1 








gene 


signal-to-nolse 


P 


decision limit 


gene symbol 


210045_at 


6,76734853184864 


0* 


142.15 


IDH2 


204798_at 


4.99101493214162 


0 




MYB 


225592_at 


4.17686594916951 


0 




NRM 


202603„s_at 


4.02396247600866 


0 




KI/^AOIOI 


219463.at 


3.9253737114322 


0 




C20orf103 


201540_al 


3.7195174107357 


0 




FHL1 


226545_at 


3.4985271993093 


0 






223276_at 


3.36058308258119 


0 




NID67 


209267.s_at 


3.33868760455037 


0 




LOC64116 


201416_al 


3.27673886279907 


0 




S0X4 


224710_at 


3.27404618682988 


0 




RAB34 


218384_at 


3.26299093107225 


0 




CRHSP-24 


209365.s_at 


3.22987740485106 


0 




ECM1 


219869_s_at 


3.18151227716348 


0 




' LOC64116 


218942^81 


-3.1335063798458 


0 




FU22055 


209825_s_at 


3.12344649016037 


0 




UMPK 


201417_at 


3.10175892236352 


0 






238022_at 


3.08645149251292 


0 






212281_s_at 


3.07915047956129 


0 




MAC30 


204069_at 


3.04751039522855 


0 




MEIS1 



798 



wo 03/039443 



PCT/EP02/12303 



ALLt(4;11)vs. CML 

accuracy 

confidence 

gene 

221969_at 

207000_s_at 

212484_at 

201485_s_at 

204214_s_at 

203796_s_at 

218223_s_at 

226795_at 

205821_at 

221755.al 

219463_at 

202332_at 

210254_at 

20961 9_at 

226878_at 

205557.at 

22571 3_at 

206440_at 

232201_at 

204215 at 



samples: 9/ 14 

1 

1 

8ignal-to-noiee p 
5.83664857385464 0* 
4.65703873448273 0 
4.34689222808594 0 
4.25216281704109 0 
-4.24363288728321 0 
4.18407933075926 0 
4.16804739438629 0 
4.12248256776444 0 
4.05468217339808 0 
3.99463418568195 0 
3.9253737114322 0 
3.87997129184981 0 
-3,85594735864191 0 
377477243739775 0 
3.74369099536436 0 
-3.71054014877636 0 
3.59398617666668 0 
-3.54851691296324 0 
3.50091671488931 0 
3.43706276144109 0 



decision limit 
1301 



gene symbol 

PAX5 
PPP3CC 
MTVR 
RCN2 

RAB32 

BCL7A 

LOC51177 

D12S2489E 

C20orf103 
CSNK1E 

CD74 

BP! 

KIAA1898 
VELI1 
NKD2 
1WGC4175 



799 



wo 03/039443 



PCT/EP02/12303 



ALL t(4;11) vs. normal BM 


samples: 9 / 9 




accuracy 


1 




confidanca 


1 




gana 


signal-to-noisa 


P 


201828_x_at 


-6.82241973614495 


0* 


210045_at 


6.76734853184964 


0 


214950_at 


6.24435639089538 


0 


237431_at 


5.31661820706767 


0 


226792_at 


-5.04037264761662 


0 


205624_at 


-4.8793192574965 


0 


201540_at 


4.79436840204501 


0 


204214_s>t 


-4.53807365704691 


0 


218916_at 


4.52409549429394 


0 


200832_s_at 


-4.29237917192722 


0 


203796_s.at 


4.18407933075926 


0 


205051_s_at 


-4.13944949609416 


0 


202332.at 


4.13816009401715 


0 


228176_al 


-4.13090953290361 


0 


226795_at 


4.12248256776444 


0 


208754,s_at 


4.00220842620578 


0 


221755_at 


3.99463418568195 


0 


228424_at 


-3.92813180248343 


0 


219463_at 


3.9253737114322 


0 


212967 X at 


3.92366867855542 


0 



decision limit 
285.3 



gene symbol 

CXX1 
1DH2 



CPA3 

FHL1 

RAB32 

FLJ23436 

SCD 

BCL7A 

KIT 

CSNK1E 



NAP1L1 

NAAUKDASEL 

C20off103 
MAPI LI 



800 



wo 03/039443 PCT/EP02/ 12303 



ALL t(4;11) vs. ALL t(8;14) 


samples: 9/4 








accuracy 


1 








confidencd i 


1 






gene symbol 


Q6no 


signal-to-noise 


P 


decision limit 


9iQ(U5 at 


6.76734853184864 


0* 


142,16 


1DH2 


240106jat 


6,10571301118426 


0 




RYK 


202853 s at 


-5.88804457870992 


0 




242434_at 


-5.60754470569171 


0 






237431 at 


5.31661820706767 , 


0 






201540 at 


4,94655082712075 


0 




FHL1 


215855 S at 


4.71299810202736 


0 




K1AA0280 


9i2*?S7 at 


4.18767818184794 


0 




204798 at 


4.12313508850913 


0 




MYB 


226795_at 


4.12248256776444 


0 






77508.r_at 


4.0317985345148 


0 




FLJ23282 


46142_at 


3.95748459279267 


0 




FLJ12681 


225277_at 


3.7552029934786 


0 


1 




210934_at 


3.72127171897839 


0 




BLK 


215537.x_at 


3.53324247477066 


0 






232201_at 


3.50091671488931 


0 




NKD2 


214505_s_at 


3.42260996379197 


0 




FHL1 


244261 _at 


3.40910490910101 


0 






20861 4_s_at 


. 3.34565043119022 


0 




FLNB 


210298_x.at 


3.30171221592859 


0.01 




FHL1 



801 



wo 03/039443 



PCT/EP02/12303 



ALL t(4;11) vs. ALL B not Ph 

accuracy 
confidence . 
gene 

237431_at 

219033_at 

219463_at 

204069_at 

201105_at 

200907_s_at 

24241 4_al 

222492_at 

230441jat 

235291_s_al 

225592_at 

200906_s_at 

201153_s_at 

201152.s_at 

2419a5_at 

213894_at 

243756^at 

225563_at 

232231_at 

240581_at 



samples: 9 / 9 

1 

1 

signal-to-noise p 

5.31661820706767 0* 

3.19032095561144 0 

2.69567768562793 0 

2.54127866831197 0 

2.30596776600018 0 

2.19034049161844 0 

2.08870062415486 0 

•2.04226084466602 0 

-2.03717805376485 0 

2.0210425168076 0 

2.01329642963674 0 
1.9632986862999 0 
1.93254941630797 0 
1.93227192981893 0 
-1.91875000661653 0 
1.89533012552966 0 
1.82938790694615 0 
1.82046495626766 0 
1.8138577510169 0 
1.80942575017411 0 



decision limit 
49 



gene symbol 

FLJ21308 

C20orf103 

ME1S1 

LGALS1 

KIAA0992 

FU21324 



NRM 

MBNL 
M6NL 

KIAA0960 



802 



wo 03/039443 



PCT/EP02/12303 



ALLt(4;11)v8.ALLPh 


samples: 9/15 




accuracy 


1 




confidence 


. 1 




gene 


signal-to-noise 


P 


204069_at 


3.31118886883646 


0* 


219033.at 


3.24786485857293 


0 


219463_at 


2.78353259146178 


0 


221969_at 


2,4416835946504 


0 


201874.at 


2.38057857279198 


0 


209170_s_at 


2.31526351178702 


0 


233600 jc.at 


2.23629715560156 


0 


205899_at 


2.23375311954146 


0 


24241 4_at 


2.21567202901383 


0 


205821 _at 


2.10144186601662 


0 


205055_at 


2,04951650013049 


0 


209168_at 


2.02899949049115 


0 


226939_at 


1.99568402107224 


0 


209354_at 


-1.9938191217443 


0 


200906.s.at 


1.9632986862999 


0 


225563_at 


1.88712595721941 


0 


237431_at 


1.87880985981148 


0 


3421 O.at 


-1.86187594200254 


0 


202853„s„at 


-1.84984316383277 


0 


209167_at 


1.84829764668262 


0 



decision ilmit gene symbol 
482.55 MEIS1 

FU21308 

C20orf103 

PAX5 

FLJ21047 

GPM6B 

LLT1 

CCNA1 

D12S2489E 

ITGAE 

GPM6B 

TNFRSF14 



CDW52 

RYK 

GP^A6B 



803 



wo 03/039443 



PCT/EP02/12303 



ALLt(4;11)vs.T-ALL 

accuracy 
confidence . 
gene 

221969.at 

237431.at 

213772_s_at 

219463_at 

210934_at 

242292.at 

226496_at 

244261_at 

206640_at 

219033_at 

209168jat 

205821.at 

235706_at 

225592.at 

226314_at 

209170_s_al 

215925_s_at 

204069_at 
210192_at 
217080_s_at 



samples: 9 / 9 

1 

1 

signal-to-noise P 

5.^664657386464 0* 

5.31661820706767 0 

4.80540935532116 0 

3.9253737114322 0 

3.72127171897839 0 

-3.53231266693437 0 

3.49024496949904 0 

3.40910490910101 0 

3.04306419050975 0 

3.03434195473282 0 

3.02932118514235 0 

2.9956567374574 0 

2.99518505957364 0 

2.98114633774662 0 
-2.87625509857994 • 0 

2.832580891342 0 
2.79328349720245 0 
2.67025815490656 0 
2.63764031456982 0 
2.60699026264913 0 



decision limit gene symbol 
1301 PAX5 

GGA2 

C20orf103 

BLK 



ALDH3B1 

FU21308 

GPM6B 

D12S2489E 

CPM 

NRM 

GPM6B 

ME1S1 

ATP8A1 

H0MER-2B 



804 



wo 03/039443 



PCT/EP02/12303 



ALLt(4;11)vs.AML+8 


samples: 9/10 








accuracy 


1. 








confidence , 


1 






gene symbol 


gene 


signal-to-noise 


P 


decision limit 


201829_x.at 


-4.66708459109445 


0* 


226.35 


CXX1 


221969.at 


3.82090922998168 


0 




PAX5 


244261_at 


3.40910490910101 


0 






210024_s_at 


-3.20983153576119 


0 




UBE2E3 


219013_al 


-3.19035262569463 


0 




FU21634 


226496_at 


3.13934828480165 


0 






205821_at 


3.04595286153542 


0 




D12S2489E 


219229_at 


-3.04273381188064 


0 




SLC21A11 


222422.s_at 


-3.02123752629534 


0 




MGC10924 


233138_at 


2.95580347805273 


0 






206255_at 


2.76163042569406 


0 




BLK 


217979_at 


2,7584725396168 


0 




NET-6 


203796_s_at 


2.7212|4988867035 


0 




BCL7A 


214761_at 


2.62282117562643 


0 




0A2 


227407.at 


2.55763093921665 


0 






209365_s_at 


2.53044674597142 


0 




ECM1 


228379_at 


2.52915026244479 


0 






20421 4_s_at 


-2.51760565011465 


0 




RAB32 


202626_s_at 


-2.5141028457265 


0 




LYN 


244876_al 


2.46777854429452 


0 







805 

[ 



wo 03/039443 



PCT/EP02/12303 



ALL t(4;11) vs. AML complex 


samples: 9/ 36 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


P 


221969.at 


4.2720953198^7 


0* 


210934_at 


3.72127171897839 


0 


244261_at 


3.40910490910101 


0 


219463_at 


3.31691046444078 


D 


206255_at 


2.78386884086495 


0 


226496„at 


2.68550006340332 


0 


209170_s_at 


2.55250295984436 


0 


209168.at 


2.44311832949527 


0 


215926_s_at 


2.34663986373513 


0 


226244_at 


2.33002353009868 


0 


219033_at 


2.29968992798521 


0 


205821_at 


2.2854186259635 


0 


232201_at 


2.05970386931189 


0 


209167_at 


2.05931372040727 


0 


244876_at 


2.04904743648645 


0 


212658_at 


-2.00156707557967 


0 


227407^at 


1.9737052609863 


0 


202853^s_at 


-1.93859575890205 


0 


203796„s_at 


1.92961910857241 


0 


214761_at 


1.92608972571974 


0 



decision limit gene symbol 

1815.1 PAX5 
BLK 

C20orf103 
BLK 

GPM6B 
GPM6B 



FLJ21308 
D12$2489E 
NKD2 
GPM6B 

LHFPL2 

RYK 

BCL7A 

OAZ 



806 



wo 03/039443 



PCT/EP02/12303 



ALL t(4;11) vs. AML normsd 


samples: 9/ 62 








accuracy 


1 








confidence , 


1 








gene 


signal-to^oise 


P 


decision limit 


gene symboi 


221969_at 


4.52880455396521 


0* 


1791.55 


PAX5 


210934_at 


372127171897839 


0 




BLK 


205821_at 


2.95344549198955 


0 




D12S2489E 


206255_at 


2.91976312133621 


0 




BLK 


226496_al 


2.83306188482026 


0 






215926_s_at 


2.5921353451626 


0 






244261.at 


2.54559007441965 


0 






244876_at 


2.46777854429452 


0 






203796_s_at 


2.38175636157975 


0 




BCL7A 


209815_at 


2.31390268701643 


0 




PTCH 


20421 5_at 


2.24841200417248 


0 




MGC4175 


227407_at 


2.2323195471751 


0 






214761_at 


2.22867492056937 


0 




OAZ 


226244_at 


2.1571079710692 


0 






225563_at 


2.13989749649066 


0 






225592_at 


2.10215542418477 


0 




NRM 


35974_at 


2.05472986731736 


0 




LRMP 


217979_at 


2.03188116697557 


0 






230292_at 


2.02307533754428 


0 






209168jat 


2.01872981119451 


0 




GPM6B 



807 
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ALL t(4;11)_v8..AML t(8;21) 

accuracy 

confidence 

gene 

212484_al 

221969_at 

203796_s_at 

219463.at 

210934_at 

232201.al 

244261„at 

204069_at 

20421 4_s_at 

225592_at 

206255.at 

212658_at 

226496_at 

233138_at 

227041_at 

212480_at 

203795_s_at 

202853_s_at 

203949„at 

219033_at 



samples: 9/ 13 
1 



signal-to-noise p decision limit gene symbol 

4.34689222808594 0* 121.4 MTVR 

4.27496053785902 0 PAX6 

4.18407933075926 0 BCL7A 

3.9263737114322 0 C20orf103 

3.72127171897839 0 BLK 

3.50091671488931 0 NKD2 

3,40910490910101 0 

3.34624733362178 0 ME1S1 

-3.30583121065186 0 RAB32 

3.20386305207036 0 NRM 

3.14140321370378 0 BLK 

-3.07377549400227 0 LHFPL2 

3.07152636043149 0 

2.95580347805273 0 

2.93637529041438 0 

2.90213688157125 0 KIAA0376 

2.86560617331268 0 BCL7A 

-2.76308096012904 0 RYK 

-2.76134156327152 0 MPO 

2.72927502272681 0 FLJ21308 
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AMLt(15;17)vs. allotiier 


samples: 20/ 249 








accuracy 


1 








confidence 


0.984095291727473 






gene symliol 


gene 


signal-to-noise 


P 


decision limit 


214450jat 


2.5552572465368 


0 




CTSW 


38487_at 


2.48122703820417 


0* 


6275.3 


FU12442 


212953_x_at 


2.383904086321 


0 




CALR 


224794.s_at 


2.04094710734487 


0 




LOC51148 


221004_s_at 


2.02822882303862 


0 




ITM3 


204150jat 


1.96620111034732 


0 




STAB1 


203948_s_at 


1.77090499793556 


0* 


13772.15 


MPO 


219837_s_at 


1.67874986207037 


0 




C17 , 


205382.s^at 


1.63444144003612 


0 




DF 


241383_at 


1.6305764545467 


0 






216032.s_at 


1.61454780261863 


0 




SDBCAG84 


200654_at 


1.60202170245338 


0 




P4HB 


220798_x_at 


1.5867,9638297009 


0 


1 


FLJ11535 


208852_s.at 


1.58602299942644 


0 




CANX 


203074_at 


1.57040201174593 


0 




ANXA8 


200656_s_at 


1.55688359776913 


0 




P4HB 


209344_at 


1.55490125921714 


0 




TPM4 


* 205624_at 


1.52362814764187 


0 




CPA3 


64942_at 


1.52358978934783 


0 






AFFX- " 










HUMGAPDH/M33197_5_at 








GAPD 


HG-U133A 


1.05449125226594 


0 
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AWIL t(15;17) vs. AML lnv(16) 

accuracy 

confidence 

gene 

204661 _at 

209732_at 

241742_at 

38487_.at 

238022_at 

204563_at 

3421 0_at 

203535_at 

217478_s_at 

214460.at 

211991 _s_at 

208306_x_at 

213779_at 

211990_at 

221004_s_at 

20931 2_x_at 

219789„at 

204425_at 

205076_s^at 

64942 at 



samples: 20/ 12 
1 

signal-to-noise p 

^.70847055085953 0* 

-3.23538966029247 0 

-3.11768531834672 0 

3.08138549900179 0 

3.0278549438122 0 

-2.99471501611954 0 

-2.99398735377828 0 

-2.97123029136408 0 

-2.93655072055469 0 

2.92945546081029 0 
-2.91096104465505 0 
-2.87060964824031 0 
2,84856846381654 0 
-2.76844422327205 0 
2.72545702224706 0 
-2.66880572066538 0 
-2.64334906817191 0 
-2.62831954360607 0 
-2.59502309617401 0 
2.28304127550384 0 



decision limit gene symbol 
1899.15 CDW52 
CLECSF2 
PRAM-1 
FU12442 

SELL 

CDW52 

S100A9 

CTSW 

HLA-DPA1 

HLA-DRB4 

HLA-DPA1 

ITM3 

HLA-DRB1 
NPR3 
ARHGAP4 
CRA 
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AMLt(15;17)vs.AML MLL 


samples: 20/15 








accuracy 


1 








confidencd 


1 








gene 


signal-to-noise 


P 


decision iimit 


gene symbol 


205624_at 


3.0741697102978 


0* 


2052.6 


CPA3 


38487_at 


2.78111206643545 


0 




FU12442 


203948_s^at 


2.68497999695567 


0 




lAPO 


2210O4.s_al 


2.64526084301972 


0 




ITWI3 


200951_8.at 


2.52924582612911 


0 




CCND2 


206761_al 


2.52586949939666 


0 




TACTILE 


203949_at 


2.44678680592608 


0 




MPO 


214651 _,s_at 


-2.42192013365627 


0 




H0XA9 


200952_s_at 


2.39696270141848 


0 




CCND2 


64942_at 


2.28304127550384 


0 






200953_s_at 


2.24845652213108 


0 




CCND2 


204150_at 


2.2435902165197 


0 




STAB1 


212953.x_at 


2.22414089725316 


0 




CALR 


233072_at 


2.22380780245302 


0 




KIAA1857 


214450_at 


2.16984309325722 


-0 




CTSW 


224794_s_at 


2.14479331910386 


0 




LOC51148 


205349_at 


2.12589700684588 


0 




GNA16 


212509_s_al 


2.11142192746438 


0 






224839_s_at 


2.07810412712239 


0 




GPT2 


210788.s_at 


2.07490438621852 


0 




LOC51635 
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AMLt(1S;17)vs.CLL 


samples: 20/ 32 








accuracy 


1 








confidence 


1 , 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


203949_al 


6.8836946674069 


0* 


6834.85 


MPO 


203948_s_at 


5.89121269767824 


0 




MPO 


206871_at 


4.93321162912793 


0 




ELA2 


226043_at 


4.54092115946342 


0 




AGS3 


213854_al 


4.34395164475566 


0 




SYNGR1 


224918_x_at 


4.34201320024004 


0 




MGST1 


206111_at 


4.19970662571818 


0 




RNASE2 


200654_at 


4.03204616783544 


0 




P4HB 


231736_x.at 


4.00585801175558 


0 




MGST1 


224838_at 


-3.92476184954236 


0 






211990.at 


-3.92005265639026 


0 




HLA-DPA1 


238583_at 


3.81099135622948 


0 






221004.s_at 


3.79791980611322 


0 




ITM3 


212400_at 


-3.75779674692328 


0 






211709_s_at 


3.73806507086654 


0 . 




SCGF 


214575_s_at 


3.66149641725929 


0 




AZU1 


205382_s_at 


3.59180789007477 


0 




DF 


238022_at 


3.5791572544895 


0 






212953_x_at 


3.54883221957949 


0 




CALR 


38487_at 


3.51682772737691 


0 




FLJ12442 
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AMLt(15;17)vs. CML 


samples: 20 / 14 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


P 


201029_s_at 


4.80190269912041 


0* 


212531_at 


^.73996757450677 


0 


206676_at 


-4,32531789709243 


0 


216379_x_at 


-4.27706524116979 


0 


209771_x_al 


-4.21960511119586 


0 


207269_at 


-3,91601606801308 


0 


205557_at 


-3,83288724786037 


0 


20201 8_s,at 


-3.78757135021052 


0 


38487.at 


3.67170603901023 


0 


211667_at 


-3.58933972989264 


0 


205382_s_at 


3.52725281328905 


0 


220798_x_at 


3.50808230625528 


0 


209772_s_at 


-3.45628903280328 


0 


221004_s_at 


3.42707462770742 


0 


203535_at 


-3.38406746753723 


0 


205863_at 


-3.37594312179774 


0 


204174_at 


-3.3757799683273 


0 


203757_s_at 


-3.33946937382462 


0 


225386.s.at 


-3.31814635286046 


0 


64942_at 


2.28304127550384 


0 



decision limit gene symbol 

4487,95 MIC2 
LCN2 
CEACAM8 

CD24 

DEFA4 

BPI 

FLJ12442 
DF 

FLJ11535 
CD24 

rrM3 

S100A9 

S100A12 

AL0X5AP 

CEACAM6 

LOC92906 
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AML t(15;17) vs. normal BM 

accuracy 
confidence 
gene 
225792.at 
20201 8_s_at 
223280_x_at 
212531_at 
203535_at 
205382_s_at 
224356_x_at 
I 201029_s_at 
21 9471. at 

223391.at 

225897_at 

209831_x_at 

230526_at 

221004_s_at 

38487.at 

207697_x_at 

203646_s„al 

201508_at 

239278_at 

201640_x_at 



samples: 20/ 9 

1 

1 

signai-to-nolse p 

^.04037264761662 0* 

-5.02314565371121 0 

^.43679892206636 0 

^.09661809496392 0 

-3.97435355306196 0 

3.87917813251128 0 

-3.8624083855044 0 

3.64114093559717 0 

-3.59149059254273 0 

-3.65822107244772 0 

-3.53074009879907 0 

3.47754001947329 0 

-3,32964763857134 0 

3.30073847019088 0 

3,26067308155523 0 

-3.24955398927113 0 

-3.22408073666527 0 

-3.1496662320639 0 

-3.14559842984954 0 

3.1436907617525 0 



decision limit gene symbol 
76.45 

LTF 

MS4A6A 
LCN2 
S100A9 
DF 

MS4A6A 
MIC2 
FU21562 
LOC81537 

DNASE2 

FLJ20015 

ITNI3 

FU12442 

LILRB2 

CD163 

TGFBI 

CLPTM1 
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AMLt(16;17)V8.ALLt{8;14) 

accuracy 

confidence , 
gene 

212400_at 

239835.al 

213854_at 

209765_at 

212953_x_at 

220798 jeat 

202723_s.at 

205382_s_at 

205059_s_at 

38487.al 

235823_al 

214450_at 

201640_x_at 

242774_at 

205624_at 

221004_s_at 

202262_x_at 

227525_at 

227173_s„at 

46142 at 



samples: 20 / 4 

1 

1 

signal-to-noise P 

-6.34509116618667 0* 
-4.64446812677972 0 
4.34395164475566 0 
-3.90392395971701 0 
3.6338360358333 0 
3.50808230625528 0 
-3.43565959824609 0 
3.38600016039015 0 
3.37067676532123 0 
3.30566285802216 0 
-3.22388670008998 0 
3.19435746487831 0 
3.1436i907617525 0 
-3.10884740483827 0 
3.08135190030361 0 
3.04980072799641 0 
3.00631284337625 0 
-2.99176282480629 0 
-2.97620214103741 0 
2.45069282884032 0 



decision lintit gene symbol 
124.35 

KIAA1842 

SYNGR1 

ADAM19 

CALR 

FLJ11535 

F0X01A 

DF . 

IDUA 

FU12442 

CTSW 
CLPTM1 
SYNE-2 
CPA3 

rrM3 

DDAH2 
LOC113263 
BACH2 
FU12681 
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c 



AML t(15;17) vs. ALL B not Ph 

accuracy 

confidence 

gene 

205382_s_at 

214450.al 

220798_x_at 

209831 jc^at 

212953.x_at 

231736„x_at 

211990_at 

241383_at 

22491 8_x_at 

206624_at 

38487.at 

200654_at 

221004_s_at 

208689_s_at 

221739_at 

203679jat 

21771 6_s_at 

208852_s_at 

220744_s_at 

55093_at 



samples: 20 / 9 

1 

1 

signal-to-noise p 

3.94103663553541 0* 

3.7272017162316 0 

3.50808230625528 0 

3.47754001947329 0 

3.01141919123014 0 

2.98271279100376 . 0 

-2.92818453065756 0 

2.90001109867359 0 

2.89999004151056 0 

2.84403833450845 0 

2.72794873611638 0 

2.71316195189784 0 

2.68426024071363 0 

2.62363368134519 0 

2.61870113363546 - 0 

2.54794444503946 0 

2.27011720191064 0 

2.24073987327423 0 

2.21509524546031 0 

1.63667373135171 0 



decision limit 
3034.4 



gene symbol 

DF 

CTSW 

FLJ11535 

DNASE2 

CALR 

MGST1 

HLA-DPA1 

MGST1 

CPA3 

FLJ12442 

P4HB 

ITM3 

RPN2 

IL27 

IL1RL1LG 

SEC61A1 

CANX 

WDR10 

KIAA1402 
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AMLt(15;17)vs.ALLPh 


samples: 20/ 15 








accuracy 


1 








confidence 


1 








gene 


slgnal-to-noise 


P 


decision limit 


gene symbol 


211990_at 


-3.8327925790289 


0 




HLA-DPA1 


220798_x_at 


3.50808230625528 


0* 


41 


FU11535 


22491 8_x_al 


3.50754573671859 


0 




MGST1 


214450_at 


3.50155234311803 


0 




CTSW 


231736_x.at 


3.3802502122888 


0 




MGST1 


205624_at 


3.21024990481945 


0 




CPA3 


203373_at 


-3.1946557461653 


0 




STATI2 


205382_s_at 


3.14485336319038 


0 




DF . 


212963_x.at 


2.86696122083705 


0 




CALR 


203948_s_at 


2.80859584810434 


0 




MPO 


238583_at 


2.78542343697266 


0 






209732_,at 


-2.73475243434259 


0 




CLECSF2 


233072_at 


2,63743334734262 


0 




KI/\A1857 


209619_at 


-2.55642326842901 


0 




CD74 


226645jat 


-2.50061887472005 


0 






238022_at 


2.48587783472615 


. 0 






210487_at 


-2.48460923232205 


0 




DNTT 


200654_at 


2.41521499865532 


0 




P4HB 


209831_x_at 


2.34522293184427 


0 




DNASE2 


225790.at 


2.31674527318944 


0 
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AMLt(15;17)vs.T-ALL 


samples: 20 / 9 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


203949_at 


5.76493681986315 


0* 


6205 


IVlPO 


203948_s_at 


5.52731611865475 


0 




MPO 


224918_x„at 


5.05683576581082 


0 




MGST1 


231736_x_at 


4.44324813542895 


0 




MGST1 


213864_at 


4.34395164475566 


0 




SYNGR1 


205382_s_at " 


4.13724322163424 


0 




DF 


206871_at 


4.09729897232645 


0 




ElJ^2 


206111.at 


3.61313451786675 


0 




RNASE2 


242292_at 


-3.53231266693437 


0 






214575_s_at 


3.51622052980985 


0 




AZU1 


220798_x_at 


3.50808230625528 


0 




FLJ11535 


38487_at 


3.40780715783254 


0 




FU12442 


200654_at 


3.36034425167829 


0 




P4HB 


235101_at 


^.27592263847035 


0 




KIAA1014 


208689_s_at 


3.18547214467073 


0 




RPN2 


212953_x_at 


3.18316032369792 


0 




CALR 


204348_s_at 


3.06277487805438 


0 




AIQ 


201637_s_at 


2.82382291089523 


0 




DUSP3 


214450_at 


2.81907046269144 


0 




CTSW 


2O4150.at 


2.73329912927614 


0 




STAB1 



818 
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I 



» 



AMLt(15;17)vs.AML+8 


samples: 20/ 10 








accuracy 


1 








confidence 


1 






gene symbol 


gene 


signal-to-nolse 


P 


decision limit 


214450_at 


3.0865086945171 


0* 


1926.7 


CTSW 


212953 jc^at 


2.71319653382926 


0 




CALR 


236787_at 


2.4273500798775 


0 






200952_s_at 


2.39696270141848 


0 




CCND2 


205624^at 


2.38480346275743 


0 




CPA3 


38487.at 


2.38251622694176 


0 




FU12442 


205614_x_at 


2.24846130719191 


0 




MST1 


206761_at 


2,20501899975366 


0 




TACTILE 


216320_x_at 


2.16690689445934 


0 






224794.s_at 


2.14479331910386 


0 




LOC51148 


233072_at 


2.07721746169547 


0 




KIAA1857 


221004_s_at 


2.05892662897696 


0 




tTM3 


227326_at 


2.0492^^504239987 


0 






221980_at 


2.01752809990056 


0 






225547„at 


-1.98126007880124 


0 






210145.at 


-1.95455412087558 


0 




PLA2G4A 


212509_s_at 


1.92046303571342 


0 






209344_at 


1.90906303754685 


0 




TPM4 


201029_5_at 


1.87538506046111 


0 




MIC2 


204150_at 


1.87343002266891 


0 




STAB1 
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AML t(16;17) vs. AML 
complex 

accuracy 
confidence 
gene 

205382_s_at 
212953_x_at 
64942.at 
214450jat 
38487_at 
224794_s.at 
220798_x_at 
216032_s„at 
203948.s_at 
209732_at 
230526_at 
238022.at 
200654_at 
204150_al 
213447_at 
206847_s_at 
203074_at 
219837_s_at 
200931_s.at 
AFFX- 

HUMGAPDH/M331 97_5_at 
HG-U133A 



samples: 20/ 36 
1 

signal-to-noise p 

2.47024872277389 0 

2.44599456599903 0* 

2.28304127550384 0 

2.2627370518124 0 

2.15395063071356 0 

2.14479331910386 0 

2,06303065394458 0 

2.05259440043708 0 

2.04245448483567 0 

-1.90630142681759 0 

-1.90204644112897 0 

1,89121106100583 0 

1.73209407132843 0 

1.72000809746397 0 

.1.71480861978241 0 

-1.68023930751716 0 

1.65576107663154 0 
1.65191807395586 0 
-1.6356222023809 0 



1.15678566237816 



decision limit gene symbol 
DP 

4652,35 CALR 

CTSW 

FLJ12442 

LOC51148 

FU11535 

SDBCAG84 

MPO 

CLECSF2 

FU20015 

P4HB 

STAB1 

IPW 

HOW 

ANXA8 

C17 

VCL 



GAPD 



820 



wo 03/039443 



PCT/EP02/12303 



AML t(15;17) vs. AML normal 

accuracy- 
confidence , 
gene 

212953 jc_al 

214450_at 

203948_s_al 

38487_at 

224794_s_at 

233072.al 

221004.8_at 

236787_at 

209732^at 

214651_s_at 

216032_8_at 

227326^31 

200952_s_at 

208852_s_at 

200654_at 

204150_al 

64942_at 

203949_at 

235753_at 

209344.al 



samples: 20/ 62 

1 

1 

signal-to-nolse 

2.64618373092816 

2,28653040002124 

2.28093863578688 

2,27897339525457 

2.14479331910386 

2.02319167581908 

2.01169552990941 

1.97410536661333 

-1.93278822451406 

-1.88045707977072 

1.84310066944834 

1.83154138034996 

1.7942^84740271 5 

1.77896258332914 

1.77731955574697 

1.77067560905128 

1.71976456537364 

1.69386661503752 

-1.67072227461966 

1.65496211687573 



P 

0* 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 

0 



decision iimit 
4541.1 



gene symbol 

CALR 

CTSW 

MPO 

FU12442 

LOC51148 

KIAA1867 

ITM3 

CLECSF2 

HOXA9 

SDBCAG84 

CCND2 
CAIMX 
P4HB 
. STAB1 

MPO 

TPM4 



821 



wo 03/039443 



PCT/EP02/12303 



AtWL t(15;17) vs. AML t(8;21) 

accuracy 

confidence 

gene 

214450_at 
38487_at 

209732_at 

204160_at 

201696_x_at 

213944_x_al 

230526_at 

212509_s.at 

211990_at 

204319_s„at 

205614_x_at 

216320_x_at 

224794_s_at 

224839_s_at 

227326_.at 

238365_s_at 

228827_at 

228570_at 

205349_at 

200986 at 



samples: 20/ 13 

1 

1 

signal-lo-noise p 

3.53862069365814 0* 

3.30334484935728 0 

-3.18277220746091 0 

2,73329912927614 0 

2.73162867034962 0 

2.5862372690463 0 

-2.42276930706474 0 

2.33481477262277 0 

-2.3270695509372 0 

-2.25060861801642 0 

2.24846130719191 0 

2.16690689445934 0 

2.14479331910386 0 

2.07810412712239 0 

2.04924604239987 0 

2.03674279873081 0 

-2.03460798747208 0 

2.03169244854036 0 

2.02142471684528 0 

2.01484061650733 0 



decision limit gene symkK>i 

1809,95 CTSW 

FLJ12442 
CLECSF2 
STAB1 
»<RT18 

FU20015 

RGS10 
IVISTI 

LOC51148 
GPT2 



GNA15 
SERPING1 



822 



wo 03/039443 PCT/EP02/12303 



ANIL inv(16) vs. all other 


samples: 12/257 






accuracy 


1 






confidence 


0.786321619312236 






gene 


signal-to-noise 


P 


decision limit gene symbol 


201497 j<_at 


1.74852845185764 


0 


MYH11 


231310_at 


1.47164364462932 


0 




241526_at 


1.40464277333052 


0 




233655_s_at 


1.36141951191384 


0* 


462.05 


224724_at 


1.35707926936144 


0 


KIAA1247 


200665_s_al 


1,34209700274375 


0 


SPARC 


202370_s_at 


-1.29245470192814 


0 


CBFB 


222862_s_at 


1.26048366428059 


0 


AK5. 


200675_at 


-1.23914248971997 


0 


CD81 


205076_s_at 


1.2201794285^)08 


0 


CRA 


201496_x.at 


1.21510481759962 


0 


MYH11 


223385„at 


1.2113380867898 


0 


CYP2S1 


221486_at 


-1. 191^52063013451 


0 




223471_at 


-1.18312106893472 


0 




206135.at 


1.18181935093584 


0 


KIAA0535 


206956_at 


1.17922310970084 


0 


BGLAP 


235359_at 


1.16409001423194 


0 




202016^31 


1.15872909212242 


0* 


1 MEST 


201324_at 


1.15017496156271 


0 


EMP1 


AFFX-HUMRGE/M10098_5.at 








-HG-U133B 


0J37113176900438 


0 





wo 03/039443 



PCT/EP02/12303 



AMLinv(16)vs. AMLMLL^ 


samples: 12/15 








accuracy 


1 








confidence 


1 








gene 


signal-to-nolse 


P 


decision limit 


gene syml^ol 


200951_s_at 


4.24994685464806 


0* 


75.6 


CCND2 


228058_at 


3.25212044058077 


0 






219271_at 


2.57049778814556 


0 




FLJ12691 


231269_s_at 


2.43255056673718 


0 




CCND2 


214651_s.at 


-2.30388406553935 


0 




H0XA9 


202551.s_at 


2.25890379783091 


0 




CRIM1 


205453_at 


2,23059959679219 


0 




H0XB2 


200953_s_at 


2.19700687874039 


0 




CCND2 


213737,x_at 


-2.16186095833837 


0 






235818_at 


2.13054793207832 


0 






226653_at 


2.10834669134201 


0 






232636_at 


-2.07022186491858 


0 






202746„at 


2.06211630393441 


0 






200665_s_at 


2.03751489015447 


0 




SPARC 


203949_at 


2.01364277991339 


0 




MPO 


202552_s_at 


1,96670486082105 


0 




CRIIVI1 


223471_at 


-1.96529988161274 


0 






201828_x_at 


-1.9593150488894 


0 




CXX1 


235359_at 


1.95403665761428 


0 






202747_s_at 


1.9384101680124 


0 




ITM2A 



I 



824 



wo 03/039443 



PCT/EP02/12303 



AMLinv(16)vs.CLL 

accuracy 

confidence 

gene 

203949_at 

211709.s.at 

203948_s.at 

231310_at 

226043_at 

201417_al 

209365.s^at 

224838,at 

243000_at 

223382_s.at 

201163_s_at 

202862.at 

231982_at 

201162.at 

218942_at • 

212827_at 

22471 0.at 

208864_s_at 

211787_s_at 

205382_s_at 



samples: 12/32 

1 

1 

signal-to-noise P 
6.95021247410033 0* 

5.18681506358433 0 
4.72760268663436 0 
4.35158499850242 0 
4.31805631251135 0 
3.83165504179581 0 
3,8293529362527 0 
-3.72164043642693 0 
3.63182046730937 0 
3.56679694464951 0 
3.21223463217947 0 
3.20454480816695 0 
3.1934694742924 0 
3.15702502490111 0 
-3.1335063798458 0 
. -3.11017349120191 0 
3.04332806808412 0 
3,01671716600197 0 
2.90916234544607 0 
2.90564641349051 0 



decision limit 
3746.5 



gene symbol 

MPO 

SCGF 

MPO 

AGS3 

ECM1 



NIN283 
IGFBP7 
FAH 

IGFBP7 

FLJ22055 

IGHM 

RAB34 

TXN 

EIF4A1 

DF 



825 



wo 03/039443 



PCT/EP02/12303 



AMLtnv(16).V8..CML 


samples: 12/14 




accuracy 


1 




confidence 


1 , 




gene 


signal-to-noise 


P 


201029_s_at 


4.31890554977499 


0* 


209365_s_at 


3.8293529362527 


0 


226844.81 


3.75460881300519 


0 


209771.x_at 


-3.55889840129944 


0 


206440_at 


-3.54851691296324 


0 


233138_at 


3,4735123827114 


0 


216379_x_at 


-3.43948341863688 


0 


227749.at 


3.41648620394084 


0 


209772.s_at 


-3.3477199485593 


0 


210982.s.at 


3.24778523856649 


0 


218942_at 


-3.24708603988632 


0 


206676_at 


-3.24497920147189 


0 


204661.at 


3.10482803895821 


0 


212531.at 


-3.09841450182506 


0 


208306j(_at 


3.05465357697194 


0 


208890_s_at 


2.99789197915585 


0 


216015_s_at 


2.9548034027314 


0 


223839_s_at 


-2.95162251991881 


0 


207802_at 


-2.93213346323135 


0 


34210 at 


2.86220111493221 


0 



decision iimit gene symbol 

4017 m02 
ECM1 

CD24 
VELI1 



CD24 

HLA-DRA 

FLJ22055 

CEACAM8 

CDW52 

LCN2 

HLA-DRB4 

PU(NB2 



SGP28 
CDW52 



826 



wo 03/039443 PCT/EP02/12303 



AML inv(16) vs. normal BM 


samples: 12/9 








accuracy 


1 








confidence 


1 








gene 


signal-to-nolse 


P 


decision limit 


gene symbol 


225792_at 


-5.04037264761662 


0* 


76.45 




224975_at 


-5.01918026903577 


0 




NFIA 


224976.at 


-4.534006778733 


0 




NFIA 


238652_at 


4.21116590562832 


0 






209365_s_at 


3.8293529362527 


0 




ECM1 


223044_at 


-3.73370982362517 


0 




SLC11A3 


226326_at 


-3.6960030140107 


0 






200832_s_at 


-3.67575949264708 


0 




SCD. 


213288jat 


-3.55635098156803 


0 






230988.at 


-3.46948918999612 


0 






205382.s_at 


3.29073930292859 


0 




DF 


201417_at 


3.27682718704937 


0 






225897_at 


-3.212,86424500781 


0 






226299_at 


3.21097313269574 


0 




pknbeta 


210933_s_at 


3.17596755096177 


0 




MGC4665 


218094_s_at 


3.1307319856851 


0 




C20orf35 


201029_s_at 


3.10235325372561 


0 




M1C2 


210036_s_.at 


-3.09612221936927 


0 




KCNH2 


212667_at 


3.07883651171274 


0 




SPARC 


40189 at 


2.32056421839438 


0 




SET 



827 



wo 03/039443 



PCT/EP02/12303 



AMLInv(16)vs. ALLt(8;14) 


samples: 12/4 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


214558.at 


5.11198812058407 


0* 


75,15 


GPR12 


227525_at 


-4.9287188464128 


0 




LOC1 13263 


211852_s_at 


4.75980888856888 


0 




ATRN 


238652_at 


4.21116590562832 


0 




DISCI 


206090_s_at 


4,11779253006199 


0 




237864_at 


3.94349147195948 


0 






225051_at 


-3.89930170229982 


0 






209365_s_at 


3.8293529362527 


0 




ECM1 


223382_s_at 


3.56679694464951 


0 




NIN283 


201278_at 


3.38592358815787 


0 




DAB2 


219654_at 


3,25519407914616 


0 




PTPLA 


202074_s_at 


-3.24311911278957 


0 




OPTN 


231982_at 


3.1934694742924 


0 






231310.at 


3.18344789439715 


0 






210933.8_at 


3.17596756096177 


0 




MGC4655 


222062_at 


3.12204176768762 


0 




WSX1 


242774_at 


-3.10884740483827 


0 




SYNE-2 


244257_at 


3.09069018899455 


0 






212667_al 


3.07883651171274 


0 




SPARC 


225305_at 


2.99842864962803 


0 







828 



wo 03/039443 



PCT/EP02/12303 



AML lnv(16) vs. ALL B not Ph 

accuracy 

confidence • 
gene 

205382_s_at 

206772_at 

228058_at 

218094_s_at 

223385_at 

204858_s_al 

227556.at 

212463_at 

201360_at 

205997_at 

231310.at 

203973.s_at 

200872_at 

200661_at 

22741 5_at 

219368_s_at 

20201 6_at 

208248_x_at 

212188_at 

205076_s_at 



samples: 12/9 

1 

1 

signal-to-noise P 
3,44559828536398 0* 
3.36924689882826 0 
3,25212044058077 0 
3.1307319856851 0 
3.07706676910952 0 
2.96720397750981 0 
2.66258700650327 0 
-2.65372355495687 0 
2.63414688358486 0 
2.6308573171159 0 
2.60181313279404 0 
2.4714469340582 0 
2.42523459110761 0 
2.42407433324859 0 
-2.35663515228965 0 
2.31004642323513 0 
2.30727907426241 0 
2.27797183411701 0 
2.26974263089413 0 
2.257959447417 0 



decision limit gene symbol 

2092.2 DF 

PTHR2 

C20orf35 
CYP2S1 
ECGF1 
ATP1B1 

CST3 
ADAI^8 

CEBPD 

S100A10 

PPGB 

CENTA2 
IVIEST 
APLP2 
LOC1 15207 
CRA 



829 



wo 03/039443 



PCT/EP02/12303 



AMLinv(16)vs. ALLPh 


samples: 12/15 




accuracy 


1 




confidence . 


1 




gene 


signal-to-noise 


P 


231310_at 


3.26954611223081 


0* 


203373.al 


.3.07194842697668 


0 


210487_at 


-2.57922739606335 


0 


209735_at 


-2.57442202182339 


0 


223314jat 


-2.46037319479876 


0 


227276_at 


2.31171718422321 


0 


205382_s_at 


2.30057319708762 


0 


200872„at 


2.27656979916265 


0 


200985_s_at 


-2.25258857041194 


0 


207224_s_at 


2.24976284058658 


0 


2087O2.x_at 


2.21820176325777 


0 


209975_at 


2.21237181448127 


0 


219452_at 


2.18614057488219 


0 


224918_x_at 


2.18042008960818 


0 


200661_at 


2.15820911658542 


0 


205076_s_at 


2.1576215121228 


0 


203092_at 


-2.1346943506478 


0 


217979_at 


-2.13131555913964 


0 


228058_at 


2.11586185512013 


0 


2106O9.s_at 


2.1104858897821 


0 



decision limit gene symbol 

119,2 

STATI2 

DNTT 

fiB0G2 

MQC11352 

TEM7R 

DF 

S100A10 

CD59 

S1GLEC7 

APLP2 

CYP2E 

LOC64174 

MGST1 

PPGB 

CRA 

TIMM44 

NET-6 

PIG3 



830 



wo 03/039443 PCT/EP02/12303 



I 



AMLInv(16)vs.T-ALL 


samples: 12/9 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


203949.31 


5,55902985521097 


0* 


4116.65 


MPO 


205640_at 


4,30508511818292 


0 




ALDH3B1 


203948_s_at 


4.299250186967 


0 




MPO 


204484_at 


-3.92079658637056 


0 




P1K3C2B 


223482.at 


3.8867405806948 


0 




TMPIT 


205382.8.at 


3.78294993092265 


0 




DF 


242292_at 


-3.53231266693437 


0 






22491 8_x_at 


3.39770561886615 


0 




MGST1 


228058_at 


3.25212044058077 


0 






210314j(_at 


3.15624540914219 


0 




TNFSF13 


216015_s.at 


2.9548034027314 


0 




PFC 


206380_s_at 


2.92913137540268 


0 




202944_at 


2.908Q7873450708 


0 




NAGA 


231736_x.at 


2.90529949191742 


0 




MGST1 


209500 jc^at 


2.88541455460133 


0 




TNFSF13 


205312.at 


2.86437379660673 


0 




SP11 


211495_x_at 


2.85808523976773 


0 




TNFSF13 


211101_x_at 


2.82479786118477 


0 




L1LRA2 


219763_at 


Z71839322196283 


0 




KIAA1608 


225510_at 


2.68685955542078 


0 




CHN1 



831 



wo 03/039443 



PCT/EP02/12303 



AMLinv(16)vs. AML *B 


samples: 12/10 








accuracy 


1 








confidenc© 


1 








gene 


signal-tOHnoise 


P 


decision limit 


gene symbol 


233138_at 


3.4736123827114 


0* 


54.25 




209366_s_at 


3.00986865470169 


0 




ECM1 


202283_at 


2.6160707896185 


0 




SERPINFI 


218942_at 


-2.45751904192227 


0 




FLJ22055 


201828_x_at 


-2.21365274281998 


0 




CXX1 


200951.8_at 


2.02357943949022 


0 




CCND2 


926120 at 


-2.01082485261142 


0 




LOCI 23016 


203188_at 


-1.9379696222037 


0 




B3GNT6 


202085_at 


-1.9147903697218 


0 




TJP2 


206135_at 


1.90877065638373 


0 




KIAA0636 


210024_s_at 


-1.90335978018863 


0 




UBE2E3 


204661„at 


1.83776082826379 


0 




CDW62 


241525_at 


1.83006374766269 


0 






20871 0_s_at 


-1.80896001968659 


0 




AP3D1 


34210_at • 


1.75572696362264 


0 




CDW52 


201497.x_at 


1.74852845185764 


0 




MYH11 


212236_x_at 


1.74679406476776 


0 






213810_s_at 


1.69077455623534 


0 




FU10342 


212250_at 


-1.62885302351785 


0 






AFFX-r2-Hs18SrRNA-5.at 










HG-U133A 


1.32018767826727 


' 0 







832 



wo 03/039443 PCT/EP02/ 12303 



I 



AML inv(16) vs. AML complex 


samples: 12/36 






accuracy 


1 






confidence 


0.957308305034528 






gene 


signal-to-noise 


P 


decision limit gene symix>l 


203092_at 


-1.77664454556306 


0 


T1MM44 


209190„s_at 


1.75723541848141 


0* 


1593.8 DIAPH1 


201497_x_at 


1.74862845185764 


0* 


134.75 MYH11 


205076_s_at 


1.73951655525411 


0 


CRA 


241525.at 


1.71682483225979 


0 




213779.at 


-1.71354352282537 


0 




210982_s_at 


1.70318998731519 


0 


HLA-DRA 


200985_s_at 


-1.64643993864436 


0 


CD59 


212463_at 


-1.6457941052799 


0 




200675_at 


-1.61546783522649 


0* 


707.85 CD81 


218942_at 


-1.59347299102441 


0 


FLJ22055 


200984_s_at 


-1.56833724351635 


0 


CD59 


208894_at 


1.54976491884609 


0 


HU\-DRA 


202265_at 


-1.53139324627965 


0 


BMI1 


224724_at 


1.5143785002027 


0 


KIAA1247 


210715_s_at 


-1.49004107536748 


0 


SPINT2 


213462„at 


-1.48522101377482 


0 


ZNF184 


205382_s_at 


1.45942422076027 


0 


DF 


201360_at 


1.45905524413008 


0 


CST3 


206136_at 


1.45729112913321 


0 


KIAA0535 



833 



wo 03/039443 



PCT/EP02/12303 



AML inv(16) vs. AML normal 


samples: 12/62 




accuracy 


1 




confidence 


0.952958978230212 




gene 


signal-to-noise 


P 


200951 _s_at 


1.82916486676122 


0 


209365_s_at 


1.79092214916991 


0* 


214651 _s_at 


-1.77798050968374 


0* 


201497.x_at 


1.74852845186764 


0 


231310_at 


1.62450567760929 


0* 


223385_at 


1.57142154491015 


0 


206135_at 


1.54931600211688 


0 


235753.at 


-1.54691446076282 


0 


231259_s_at 


1.52681305174601 


0 


204661_at 


1.46205490369508 


0 


202370_s_at 


-1.45859936190513 


0 


213353_at 


-1.44758735114725 


0 


209905_at 


-1.42239381454703 


0 


200675.at 


-1.38662888859944 


0 


207194_s_at 


1.38591797740996 


0 


201324_at 


1.36182933080382 


0 


236818_at 


1.35992709972839 


0 


225510.at 


1.35514122232308 


0 


228834_at 


1.35066870620531 


0 


3421 0_at 


1.33546826742244 


0 



decision limit gene symbol 

CCND2 
390.9 ECI^I 
187.6 H0XA9 

IWYH11 



167.8 



CYP2S1 
KiA/\0535 

CCND2 

CDW52 

CBFB 

ABC/\5 

H0XA9 

CD81 

ICAM4 

EMP1 

CHN1 
T0B1 
COW52 



834 
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AML lnv{16) vs. AML t(8;21) 

accuracy 

confidence 

gene 

233138_at 

202283_at 

201596_x„at 

233655_s_at 

226818_at 

212828_at 

227276_at 

224724„at 

224764_at 

224049_at 

205453_at 

226841_at 

209975_at 

206076_s.at 

202340 j<_at 

210314„x_at 

34689_at 

235369_at 

212188_at 

205718jat 



samples: 12/13 

1 

1 

signal-to-noise p 

3.4735123827114 0* 

2.6160707896185 0 

2.55517188689615 0 

2.48943541958708 0 

2.3621676751726 0 

2.33130605042964 0 

2.31171718422321 0 

2,30850265580909 0 

2.259^4489179779 0 

2.25244855640038 0 

2.23059959679219 0 

2.21329419316194 0 

2.21237181448127 0 

2.21083117233863 0 

2.18671963481275- 0 

2.17138407196792 0 

2.16463995293403 0 

2.12423469465025 0 

2.11590883979512 0 

2.10547132123535 0 



decision limit gene symbol 
54.25 

SERPINF1 
KRT18 



SYNJ2 

TEM7R 

KIAA1247 

ARHGAP10 

KCNK17 

H0XB2 

CYP2E 

CRA 

NR4A1 

TNFSF13 

TREX1 

LOC1 15207 
ITGB7 



835 



wo 03/039443 



PCT/EP02/12303 



AML MLL vs. all other 


samples: 15/254 








accuracy 


0.977695167286245 








conficience. 


0.736329320600874 








failed 


3,6.7.11.155,212 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


228083_at 


1.21941234348391 


0 






201105_at 


1.20839678060713 


0* 


8795.05 


LGALS1 


205849_s_at 


1.03753805567643 


0 




UQCRB 


205472_s_at 


1.03076838857205 


0 




DACH 


208702_x_at 


1.01256627546813 


0 




APLP2 


225700_at 


-1.01092153300039 


0 






222982_x_at 


-1.00741126543277 


0* 


1101 


SLC38A2 


238856_s_at 


-0.990415633837559 


0* 


1 




214875_x_at 


0,989164186017564 


0 




APLP2 


209616_s_at 


0.966839890517189 


0 




CES1 


205471_s_at 


0.957394713027089 


0 




DACH 


211404_s_at 


0.942572231076861 


0 




APLP2 


213867_s_at 


-0.933745825960995 


0 




CD47 


204951_at 


-0.925961455918277 


0 




ARHH 


203544_s.at 


-0.922231323262765 


0 




STAM 


204082„at 


0.910815804799754 


0 




PBX3 


219360_s_at 


0.902459945140701 


0 




TRPM4 


235604 X at 


^.895150647296372 


0 






200742_s_at 


0.89214325035062 


0 




CLN2 


217520_x_at 


0.891291087387708 


• 0 










836 







wo 03/039443 



PCT/EP02/12303 



AML MLL vs. CLL 


samples: 15/32 




accuracy 


1 




confidence 


1 




gene 


8ignal-to-4ioise 


P 


224838_at 


-3.80748815117863 


0* 


212400_at 


-2.86025920523167 


0 


212827.at 


-2.83572202473321 


0 


223614_at 


-2.79698500849851 


0 


207168_s_at 


2,78000663400662 


0 


208456_s_at 


-2.77288752188536 


0 


206111_at 


2.74648404080317 


0 


204951_at 


-2.73367910105826 


0 


204215_at 


-2.70725768797715 


0 


41220_at 


-2.64744893915855 


0 


227173_s_at 


-2.60156567650878 


0 


211404_s_at 


2.58701495228114 


0 


201163_s_at 


2.58627447208644 


0 


227829.at 


-2.5720529437702 


0 


202880_s_at 


-2.55714780536776 


0 


224837_at 


-2.52465899436623 


0 


209374_s_at 


-2.50451803785685 


0 


243780_at 


-2.49073709912546 


0 


212590 at 


-2.45765382458849 


0 



AFFX- 

HUMGAPDH/M331 97_3_at 
HG-U133B 



decision limit 
1810.6 



gene symbol 



iGHM 

C/s^D11 

H2AFY 

RRAS2 

RNASE2 

ARHH 

IWIGC4175 

MSF 

BACH2 

APLP2 

IGFBP7 

PSCD1 
F0XP1 
IGHiy/l 



2.15372303795555 



GAPD 



837 



wo 03/039443 



PCT/EP02/12303 



Anm Hill 1 ^HJii . 
AML MLL VS. CML 


sannples! 15/14 








accuracy 


1 








confjdence 


1 








gene 


signai*to-noise 


P 


aecision iiinii 


MAMA At«*Mft%Ml 

gene symuoi 


20977 1_x_at 


-4.47o5o739740oyo 








216379_x_at 


-4.47782401 97751 7 


0 






212531_at 


A fyfyf\A A^f\t>OA 

-4.2091 479081 5671 


0 






206676_at 


-4.08016979869995 


0 




LrC/M/AIVIO 


205557_at 


-3.89666780981 116 


0 




DDI 

bri 


209772_s_at 


-3.7540800038095 


0 




uD24 


211657_at 


-3.35563391 81 2807 


0 






203757_s_at 


-3.27728001 846237 


0 






20201 8_s_at 


-3.2413562747036 


0 




LTF 


20551 3_at 


-3.11724133997788 


0 




TCNl 


207269_at 


-3.04676950166614 


0 




DEFA4 


207802_at 


-2.84753376114676 


0 




SGP28 


236908_at 


-2.83593202717857 


0 






266^s_at 


-2.75915771343774 


0 


t 


CD24 


201105_at 


2.73676787442809 


0 




LGALS1 


208890_s_at 


2.63909820141829 


0 




PLXNB2 


210244_at 


-2.58291056673136 


0 




CAMP 


214875_x_at 


2.54486223713713 


0 




APLP2 


236979_at 


-2.51234802423843 


0 






49306_at 


1.35686961755716 


0 




AD037 



838 



wo 03/039443 



PCT/EP02/12303 



AML MLL vs. normal BM 

accuracy 

confidence 

gene 

225792_at 

22781 2„at 

236908_at 

225700_at 

202018_s_at 

225804_al 

212531„at 

208651 _x_at 

209771 jc.at 

216379_x.at 

210244_at 

226301_at 

227151_at 

209160_at 

226285^at 

23581 8_at 

226726.at 

207269.at 

226751_at 

58780_s_at 



samples: 15/9 

1 

1 

signal-to-noise p 

-5.04037264761662 0* 

^.50172833847856 0 

-4.3851399912751 0 

-4.20778530270981 0 

-4.1218976881036 0 

3.78433665952281 0 

-3,62189836886899 0 

-3.08131561292721 0 

-2.80531442593767 0 

-2.74718662648409 0 
-2.74600903663689 0 
-2.70321745971481 0 
2.68181697471281 0 
-2.64474286212333 0 
-2.56569832423798 0 
-2.5546546541523 0 
-2.52741579223109 0 
-2.43598973973471 0 
-2,41273912703748 0 
1.24593648437062 0 



decision limit gene symbol 
76.45 



LTF 

LCN2 

CD24. 

CD24 

CAMP 
dJ55C23.6 

AKR1C3 



LOC129642 
DEFA4 

DKFZP566K1924 
FLJ10357 



839 



wo 03/039443 



PCT/EP02/12303 



AML MLLvs.ALLt(8;14) 


samples: 15/4 




accuracy 


1 




confidence 


1 




gene 


signal-to-nolse 


P 


227173_s_at 


-2.97620214103741 


0* 


225700_at 


-2,97113581211542 


0 


212400_at 


-2.91449782508721 


0 


227161^at 


2.68181697471281 


0 


205690_s_at 


-2.63484847538673 


0 


231552_at 


2.60340424456959 


0 


239647_at 


2.56381761217569 


0 


239835_at 


-2.49692099181388 


0 


226435.at 


2.38716130768923 


0 


226301_at 


-2.38404537685874 


0 


226607_at 


2.34518225140996 


0 


216785.s_at 


-2.31901965008779 


0 


225085_at 


2,24977026547419 


0 


214651_s_at 


2.24855870756181 


0 


209766_at 


-2.20363939375933 


- 0 


236606_at 


-2.19711183569464 


0 


218319_at 


-2,1925818315627 


0 


227525.at 


-2.16383106825606 


0 


212538_at 


-2.11358391570231 


0 


228083.at 


2.10218682980016 


0 



decision limit gene symbol 
93.35 BACH2 



GIG 



KIAA1842 

dJ55C23.6 

L3MBTL 

CYFIP2 

H0XA9 
ADAM19 

PELI1 

LOC1 13263 
KIAA1058 



840 



wo 03/039443 



PCT/EP02/12303 



AML MLLvs.ALLBnotPh 


samples: 15/9 








sccuracy 


1 








confidence 


1 








gene 


signal-to-noise 


p 


decision limit 


gene symbol 


201482_at 


2.87636338319455 


0* 


363.95 


QSCN6 


201105_al 


2.64910801922115 


0 




LGALS1 


239647_at 


2.56381751217569 


0 






211404_s_at 


2.31189269578112 


0 




APLP2 


201360_at 


2.27456235196276 


0 




CST3 


214875_x_at 


2.201 40608739693 


0 




APLP2 


266_8_at 


-2 19196810995278 


0 




CD24 


208702_x_at 


2 1 7966631 844281 

fc. 1 r 0WWWW 1 w^^fcW 1 


0 




APLP2 


223469_at 


2 13015217253256 


0 






209771j(_at 


-2 12750959401045 


0 




CD24 


OnfkOAfi y at 


^. lUr 10 IOOO*f / O^f 


u 




ADI DO 


230441_at 


-2.03717805375485 


0 






200742_s_at 


2.01183913393136 


0 




CLN2 


216379_x_at 


-1.97574478072792 


0 






20421 5_at 


-1.96532146024999 


0 




MGC4175 


208650_s_at 


-1.93906624919753 


0 




CD24 


214661_s_at 


1.92853927147488 


0 




H0XA9 


23381 3_at 


-1.8799760260639 


0 






208703_s_at 


1.86864966354898 


0 




APLP2 


58780_s_at 


1.40471664488899 


0 




FLJ10357 



841 



wo 03/039443 



PCT/EP02/12303 



AMLMLLvs.ALLPh 

accuracy 

confidence 

gene 

210487.al 

211404_s_at 

214875_x_at 

208702_x_at 

214651_s_at 

234107_8_at 

201105_at 

239647_at 

217979.at 

213150_at 

212012_at 

207971_s_at 

200742_s_at 

236606_at 

235753_at 

232035_at 

41220_at 

209771_x_at 

1007_s.at 

201968.s_at 



samples: 15/15 

1 

1 

signal-to-nolse P 

-2.66400596339357 0 
2.5799328562965 0 
2,53091704146699 0 
2.442063176235 0 
2.38931027314895 0 
2.17019003130007 0* 
2.08770407459668 0 
2.02467198705529 0 
-1.99927745769533 0 
1.98436589229381 0 
-1.96026252932157 0 
-1.95442302553682 0 
1,93172870108821 0 
-1.90758120714248 0 
1.89768662161529 0 
-1.87493486925109 0 
-1.84432301556426 0 
-1.83370834497243 0 
-1.8257200735147 0 
1.81818231032019 0 



decision iimit 



321.6 



gene symbol 

DNTT 

APLP2 

APLP2 

APLP2 

H0XA9 

LGALS1 

NET-6 

HOXA10 

D2S448 

KIAA0582 

CLN2 



H4FH 

MSF 

CD24 

DDR1 

PGM1 



842 



wo 03/039443 



PCT/EP02/12303 



AMI Ml L v« T-ALL 










accuracy 


4 

1 








conTiuenca 


1 

1 










1 

siynai**iO'*noi9o 


P 


decision limit 

%4 wWI^VIWI ■ ■■■■life 


nenB svmbol 






n* 


1 9.*t 






"O.lOUOsr OOvrtf 


n 

u 








O.UOOO^ r U9DOOI 00 


n 




p|_J20208 


2n4U4_s_at 




n 
u 




APLP2 


^uy4yy^x_at 




n 




TNFSF13 


21149o_j<_at 


0 70^^4 0*34 7*1/^0104 
^. /oUlOOl f OUyOU 1 


n 
U 




1 i^ror 1 w 


2uo702_x_at 


2.0900099 / OU^£04o 


ft 
U 




API P9 


214875^X^at 


2.029OO2040U2O9^ 


ft 
U 




API P9 


'^nc<i 4 4 
206111^31 




n 
U 






209500_x_at 


2.41 03ooo4ya2y40 


n 
U 




1 iNror 1 0 


210314.x_at 


2.38921906328214 


0 




TNFSF13 


225003_al 


2.37212829914098 


0 




MBC3205 


218122_s_al 


-2.30056189156697 


0 




SENP2 


204484_at 


-2.28386643829897 


0 


1 


PIK3C2B 


205640_at 


2.26383232065516 


0 




ALDH3B1 


201105_at 


2.26087708407154 


0 




LGALS1 


200743_s_at 


2.25956196871586 


0 




CLN2 


222698_s_at 


2.23788003936299 


0 




IMPACT 


200742_s_at 


2.2220970534291 


0 




CLN2 


201537 s at 


2.16766347414866 


0 




DUSP3 



843 



wo 03/039443 



PCT/EP02/12303 



AML MLL vs. ARAL *B 


samntefi' iS / 10 




























1 




n 


decision limit 


aene svnnbol 


500056 s at . Hr^4i13'^A 




0 
w 




C1D 






n 

w 








.1 43Q6R63n7P67Q4 


n 

u 




PA1^1 




-1 3Q*i3430i 1 'n7Q7fl 


n' 
\j 








-1 3Q41Q4'^nQ37Ci9ft 
1 .03*t 1 3*tOuoO/ 


0 ni 










n 
u 








-1 34393fl779ftnft93 
■1 .040^00/ / aDUO^O 


n 




PI nn9 


one^CQ at 


i 9Q<%9ni 'tift3QQft7 


n 
u 




unyR9 
nv/AD& 


onopo*^ at 


-1 9fl9^^39ft31 1*?nCJ 
- i .^OZOOOZOO 1 1 9U9 






TPPRI 


OHHT^Q V at 


-1 .ZOOvTO f 009^901 0 


u 






0077ftft at 

f oo_ai 


-1 .£.H\j£\Jf ( OOr UUO9 


n 
u 






212479_s_at 


-1.23922427261637 


0* 


437.3 


FLJ13910 


219312_s_at 


-1.21983738431424 


0 




RINZF 


218172_s_at 


-1.21403337241271 


0* 


285.95 


PR02577 


200867_at 


-1.2110165320696 


0* 


531 




202956_at 


-1.21043821718202 


0* 


550.6 


BIG1 


213902_al 


-1.19710457307816 


0 




ASAH 


239597_at 


1.19444081572455 


0 






214789_x_at 


-1.19367799101574 


0 




SRP46 


AFFX-r2-Ec-bioD-3_at - 


HG- 








U133B 


0.789398697044362 


0 







844 



wo 03/039443 



PCT/EP02/12303 



AML MLL vs. ARAL complex 


samples: 15/36 






accuracy 


1 






conficlence 


0.928537448772464 






gene 


signal-to-noise 


P 


decision limit gene symbol 


228083_at 


1.83691594955677 


0 




201105_at 


1.56013660814198 


0 


LGALS1 


201377„at 


-1.5390279619994 


0 


tCIAA0144 


201358_s_at 


-1.46121373620596 


0 


COPB 


203387.s_at 


-1.43200690176451 


0 


KIAA0603 


201585_s_at 


-1.42612880048733 


0 


SFPQ 


222982_x_at 


-1.4232823410753 


0 


SLC38/\2 


202746_at 


-1.40541613814493 


0* 


277.15 


204951.at 


-1.38290450200254 


0* 


224.05 ARHH 


203725„at 


-1.35090921185734 


0 


GADD45A. 


203544.s_at 


-1.33195316834084 


0 


STAM 


225804„at 


1.3109814684568 


0 




203386_at 


-1.30903268579411 


0 


K1AA0603 


201359_at 


-1.3066438308133 


0 


* COPB 


201830_s_at 


-1.29170882160348 


.0 


NET1 


218041_x_at 


-1.27263528593652 


0 


PRO1068 


223318_s_at 


1.27042416454958 


0 


IVIGC10974 


212222_at 


-1.26786775770503 


0 


K1AA0077 


201829_at 


-1.26235979300155 


0 


NET1 


23^7_at 


1.09622576767215 


0 





845 



wo 03/039443 



PCT/EP02/12303 



AML MLL vs. AML normal 


samples: 15/62 








accuracy 


0.948051948051948 








confidence 


0.903617550418171 








failed: 


3,4.72.76 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


205453_at 


-1.38558116676561 


0* 


203.25 


H0XB2 


222465_at 


-1.29236441992376 


0 




C15orf15 


225406_at 


-1.29036630213613 


0* 


191.3 


TSG 


200829j(_at 


-1.1349148684836 


0 




ZNF207 


225326_at 


-1.12776286034489 


0 




KIAA1311 


200056_s_at - HG-U133B 


-1,12696320763032 


0 




C1D 


238856_s_at 


-1.09612740485766 


0 






227786_at 


-1.08912698999125 


0 




TRAP25 


200673_al 


-1.08764065564232 


0 




LAPTM4A 


226250_at 


-1.08598948671591 


0 






233559_s_at 


1.08564709559314 


0 




FENS-1 


228904_at 


-1.07283266172579 


0 






227680_at 


-1.06344466244967 


0 






223982_s_at 


-1.06119523760418 


0 




1PLA2 


202377_at 


-1.05377199670316 


0 




HSOBRGRP 


225700_at 


-1.04818024157045 


0 






209160_at 


-1.04660040264575 


0 




AKR1C3 


229232_at 


-1.04476453216419 


0 






231870_s„at 


-1.04348230442961 


0 




LOC51068 


201105_at 


1.03632090944134 


0 




LGALS1 



846 



wo 03/039443 



PCT/EP02/12303 



AML MLLvs. AMLt(8;21) 


samples: 15/13 




accuracy 


1 




confidence 


1 . 




gene 


signal-to-nolse 


P 


214651.s_at 


2.42114497347366 


0 


201105_at 


2.17374439391796 


0* 


228827_at 


-2.03460798747208 


0 


206009_at 


-2.02665766969028 


0 


228083_at 


1.99768244710951 


0 


213150.at 


1.98436589229381 


0 


50221„at 


1.94810783752319 


0 


221681 _s_at 


1,89677192380517 


0 


236753.at 


1.88396584115232 


0 


206622_at 


-1.79659162526109 


0 


209905_at 


1.76718971964498 


0 


204069_at 


1.75588643276789 


0 


209160_at 


-1.75500319419551 


0 


235818_at 


-1.70111545046162 


0 


223498_at 


1.67798466165549 


0 


211404_s_at 


1,67488607654784 


0 


209500_x_at 


1.66210516483391 


0 


203949_at 


-1.65967693892027 


0 


214875_x.at 


1.65852470588382 


0 


56256_at 


1.09757984221605 


0 



decision limit gene symbol 
H0XA9 

3881.25 LGALS1 

ITGA9 

HOXA10 

WBSCR5 

TRH 
H0XA9 
ME1S1 
AKR1C3 



APLP2 

TNFSF13 

MPO 

APLP2 

LOC51092 



847 



wo 03/039443 



PCT/EP02/12303 



1) 



CLL vs. another 

accuracy 
confidence 
failed: 
gene 

224838_at 

239287_at 

22351 4,at 

44790.s_at 

212590_at 

223287_s_al 

228390_at 

219471_at 

208456_8_at 

243780_at 

201998_at 

223391_at 

208091_s_at 

225927_at 

202589_at 

229072„al 

229844_at 

21461 5_at 

230768_at 

224837_at 



samples: 32 / 237 

0.996282527881041 

1 

11 

signal-to-nolse p 

2.72658457901213 0 
2.21787255431445 0* 
2.1294564890461 0 
2.04322734300157 0 
2.0395652222237 0 
2.01927297186102 0 
2.01736536531344 0 
2.0123024445387 0 
2.00649246957273 0 
1.99741020732395 0 
1.97818562004593 0 
1,974^9784627482 0 
1.95442592300049 0 
1.94521013683932 0 
-1.94332001129686 0 
1.94278755168998 0 
1.93701311168151 0 
1.91900370555866 0 
1.89700621262016 0 
1.88521474574714 0 



decision limit gene symbol 



630.55 



CARD11 
FU21562 

F0XP1 

FLJ21562 
RI^S2 

SIAT1 
LOC81537 
DKFZP564K0822 
MAP3K1 

rms 



P2Y10 
F0XP1 



848 



wo 03/039443 



PCT/EP02/12303 



CLLvs. CML 


samples: 32/14 








accuracy 


1 








confidence 


1 






• 


gene 


signal-to-noise 


P 


decision limit 


gene symbol 


210254_at 


^.88339464327865 


0* 


3718.45 




205557.at 


-4.67296996074416 


0 




BPI 


206111_at 


-4,55904506479679 


0 




RIMASE2 


20961 9„at 


4.54717160557061 


0 




CD74 


202503_s_at 


^.46030015165587 


0 




KIAA0101 


206871_at 


-4.43465869214911 


0 




ELA2 


203949_at 


-4.36878688501229 


0 




MPO 


202589_at 


-4.25959896335016 


0 




TYMS 


212268_at 


-4.11824280019806 


0 




SERPINB1 


212531 jat 


^.10884128760506 


0 




LCN2 


206676.at 


-3.98482491918087 


0 




CEACAM8 


204670_x_at 


3.97453356450998 


0 




HLA-DRB5 


210334_x_at 


-3.95114669210453 


0 




BIRC5 


200654_at 


-3.73551197850169 


0 




P4HB 


208306.x.at 


3.6021607716515 


0 




HLA-DRB4 


224838_at 


3.57587529198941 


0 






213572„s_at 


-3,56773642902922 


0 




SERPiNBI 


207269_at 


-3.5389139132598 


0 




DEFA4 


212750.at 


3.51249429987917 


0 




PPP1R16B 


41577_at 


3.13666804152596 


0 




PPP1R16B 



849 



wo 03/039443 



PCT/EP02/12303 



CLL vs. normal BM 


samples: 32 / 9 








accuracy 


1 








confidence 


. 1 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


204776„at 


-4.80025506569938 


0* 


163.3 


THBS4 


21061 3_s_at 


-4.76199342875923 


0 




SYNGR1 


218662_s_at 


-4.49242317171143 


0 




HCAP-G 


202503_s_at 


-4.2272639947421 


0 




KIAA0101 


202580_x_at 


-4.18939878293477 


0 




F0XM1 


205051_s_at 


-4.15661524563327 


0 




KIT 


20201 8_s_at 


-4.09501672722927 


0 




LTF 


230988_at 


-4.0486666186669 


0 




• 


206871_at 


-4.04477996703664 


0 




EUV2 


224975_at 


-378270966714705 


0 




NFIA 


227230_s_at 


-3.69195069014622 


0 




KIAA1211 


209714.s_at 


-3.55884052493629 


0 




CDKN3 


212531_at 


-3.54256621978711 


0 




LCN2 


214576_s_at 


-3.53838686077798 


0 




AZU1 


202589_at 


-3.38277320357567 


0 




TYMS 


223785_at 


-3.37348567040386 


0 




FLJ10719 


202705_at 


-3.36111245088024 


0 




CCNB2 


224976_at 


-3.35971882977735 


0 




NFIA 


210052.s_at 


-3.33990497740824 


0 




C20orf1 



8S0 



wo 03/039443 



PCT/EP02/12303 



CLLvs. ALLt(8;14) 


saiDDles* 32/4 








accural 


1 








confidence 


1 








gene 


signal-to-noise 


n 


HpciQifMi limit 


gene symDOi 


202580_x_at 


-7 1 81 5948029249'^ 


n* 

w 


21ft 2 


PUaMi 


209891_at 


-6 98895220029526 


n 






227039_at 


3 70691051731571 

w. f www 1 WW 1 r w 1 wf 1 


n 

u 




AKAPlO 


218663_at 


^ 68808195572391 

^WiWWWWW 1 9WWf 1 


0 




riCAr-G 


36004_at 


3 5146492*504n42Q 






ii/ni//% 

IKdKG 


226936_at 


AA7QCy>K.'J^ AO Ana 
"w,*Htf 900w^ l*K31U0 


U 






22821 1_at 


w.O*tiSr 1 06901 O*r00 


U 






218355_at 


-3 324909SQfi79flnR 


n 




KiF4A 


201761_at 


-3 280977^91 207*50 


n 
u 




WiTHFD2 


205837_s_at 


"O. 1 0 1 0 1 f U 1 *tO^*fOO 


U 




GYPA 


210052_s_^at 


"O. IQOOf 009f <904&'r 1 


U 




C20orf1 


202095_s_at 


-3.11748537316183 


0 




BiRCS 


202503_s_at 


-3,09625623775405 


0 




KIAAOIOI 


212020_s_at 


-3.09152886109552 


0 


1 


MKI67 


216833_x_at 


-3.08262837314566 


0 






228361_at 


-3.05435230901633 


0 






212022^s_at 


-3.01225907956052 


0 




I^KI67 


227065_at 


3.00267996592052 


0 




COL5A2 


218039_at 


-2.9948995053224 


0 




ANKT 


36920_at 


2.10655917810938 


0 




MTIWI 



851 



wo 03/039443 



PCT/EP02/12303 



CLLvs.ALLBnotPh 

accuracy 

confidence 

gene 

225927_at 

213927_at 

201462„at 

224838.at 

213453_x_at 

239287„at 

208091_s_at 

201998„at 

224848_at 

202883_at 

225592_at 

205805_s_at 

228390_at 

AFFX- 

HUMGAPDH/M331 97_3_at 

HG-U133B 

220768_s_at 

221858.at 

214788_al 

224570_s_at 

202625_at 

AFFXh2-Hs1 8SrRNA-3_s_at 
HG-U133B 



samples: 32 / 9 

1 

1 

signal-to-noi89 p 

3.15130564055876 0* 

2.64985304902657 0 

2.62143810029708 0 

2.5941283416844 0 

-2.18846578413769 0 

2,18590081196116 0 

2,12019333022318 0 

2.1165316341122 0 

.2.11049474415864 0 

2.08665988043685 0 

-2.07634399767076 0 

2.04616469387812 0 

2.03697588799482 0 



-2.02578116307399 0 

2.01657972292803 0 

2.00702836396881 0 

2.00594347120247 0 

-2.00161337456916 0 

1.99700437780915 0 

0.670636484443349 0 



decision iimit 
1541.46 



gene symboi 
MAP3K1 

KIAA0193 

GAPD 

DKFZP564K0822 
SIATI 

SP100 

NRM 

R0R1 



GAPD 
CSNK1G3 
KIAA0608 
MAP3K1 

LYN 



852 



wo 03/039443 



PCT/EP02/12303 



CLLvs. ALLPh 


samples: 32/15 


accuracy 


1 


confidence 


1 


gene 


signal-to-noise 


204663_at 


-3,923285216392 


203373_at 


-3.78247945374324 


225927_at 


3.05858766321181 


223514_at 


2.79698500849851 


210487_at 


-2.66400596339357 


213927_at 


2.64985304902657 


237337.at 


2.52705433891484 


236280_at 


2.49746424904494 


227900_at 


2.49040043479395 


211709_s_at 


-2.45092080989795 


224833_at 


2.40705165058966 


226545_at 


-2.40457551567713 


208091_s_at 


2.38274758846201 


235674_at 


2.37963456734461 


234107_s_at 


2.36302665773918 


223462_at 


2.32337125093609 


201462_at 


2.3212369641096 


223391_at 


2.30224083750022 


212719 at 


-2.29194173393375 



p decision limit gene symbol 

0* 80.55 UEZ ' 

0 STAT12 

0 MAP3K1 

0 CARD11 

0 DNTT 

0 

0 

0 

0 

0 SCGF 
0 ETS1 
0 

0 DKFZP564K0822 

0 

0 

0 IV1GC4618 
0 KIAA0193 
0 LOC81537 
0 SCOP 



853 



wo 03/039443 PCT/EP02/12303 



CLLvs,T-ALL 


samples: 32 / 9 








accuracy 


1 








confidence 


1 








gene 


signai-lo-noise 


P 


decision limit 


gene symbol 


201417_at 


-3.83747798152129 


0* 


2230.95 




201416_at 


-3,69716215884899 


0 




S0X4 


221858_at 


2.73818494452306 


0 




K1AA0608 


213772_s„al 


2.72201152228286 


0 




G6A2 


224932.al 


2.6366912338985 


0 




PRSS2 


224847_at 


-2.63602874545103 


0 






201462_at 


2.62143810029708 


0 




KIAA0193 


224848.at 


-2.60776696130397 


0 






243780_at 


2.49991585531364 


0 






227900_at 


2.49040043479395 


0 






202625_at 


2.4377901797746 


0 




LYN 


228390_at 


2.41659743191322 


0 






201998_at 


2.3963P335572289 


0 




SIATI 


226545_at 


-2.3815195487075 


0 






204446_s_at 


2.37716091038765 


0 




AL0X6 


'204192_at 


2.34749349754959 


0 




CD37 


219076_s_at 


-2.31227318629435 


0 




PXMP2 


206398_s_at 


2.30227312148638 


0 




CD19 


224838_at 


2.29208011576118 


0 






212827 at 


2.28758794629918 


0 




IGHM 



854 



wo 03/039443 



PCT/EP02/12303 



CLt vs. AML+8 


samples: 32/ 10 


accuracy 


1 


confidence . 


1 


gene 


signal*to-noise 


224838_at 


3.16933404672116 


22351 4_at 


2.79698500849851 


212827_at 


2.5676577800083 


201200_at 


-2.5208800664045 


242633_x_at 


2.38085767463167 


208456_s_at 


2.34106774724323 


212590_at 


2.3295599530646 


44790_s_at 


2.32854069014676 


219471_at 


2.27189811261511 


202441.at 


-2.26915475899159 


209374_.s_at 


2.26352755463127 


243780_at 


2.25989352775893 


20421 5_at 


2.24311505389492 


223382_s_at 


-2.21844659554677 


201163_s_at 


-2.2061831531108 


224837.at 


2.17714293481922 


223391_at 


2.1733535915887 


208091_s_at 


2.17160813050761 


206933_at 


2.16573909337041 


239287_at 


2.1598880074389 



P 


decision limit 


gene symbol 


0 






0 




CARD11 


0 




IGHM 


0 




CREG 


0 






0 




RRAS2 


0 






0 




FLJ21562 


0 




FLJ21562 


0 




KE04 


0 




IGHM 


0 






0* 


906.65 


MGC4175 


0 




NIN283 


0 




IGFBP7 


0 




F0XP1 


0 




LOC81537 


0 




DKFZP564K0^ 


0 




SETBP1 


0 







855 



wo 03/039443 



PCT/EP02/12303 



1 ue AMI «*nBv«MtAw 

VS. MiviL coinpiGX 


samples: 32 / 36 


accuracy 


1 


connuenc6 


1 




signal-to-nolse 


*5'5>1QQQ <a* 


2.78969388721613 


Z30D74_at 


2.37963465734461 


2437ou[^at 


2.32051881321218 


2o92o7_at 


2.24074490580899 


22o514_at 


2.18755403591948 


2226oO__S_at 


-2.18354473266858 


20961 y^at 


2.13206191976271 


202503_s_at 


-2.11188972263141 


2084o6_S_at 


2.10620770802115 


2u8o64_s_at 


-2.10162761752294 


212590_at 


2.09310293747601 


201200_at 


-2.05492899324696 


212827.at 


2.054:42625446282 


224837^at 


2.04951179193956 


205805_s_at 


2.04616469387812 


244261_at 


2.03144018714413 


223287_s_at 


2.0252763158281 


208091^s_at 


2.0139098675012 


226989_at 


2.00631003964875 


236854_at 


1.99292097643003 



p decision limit gene symbol 

0 
0 
0 
0 

0 CARD11 

0* 203.95 RAMP 

0 CD74 

0 KIAA0101 

0 RRAS2 

0 TXN 
0 

0 CREG 

0 ^ IGHM 

0 F0XP1 

0 R0R1 

0 

0 F0XP1 

0 DKF2P564K0822 

0 

0 



856 



wo 03/039443 



PCT/EP02/12303 



CLL vs. AML normal 


samples: 32/62 




accuracy 


0.98936170212766 




confidence 


1 




foiled: 


11 




gene 


slgnal-to-nolse 


P 


224838_at 


2.80936017892095 


0* 


243780_at 


2.42900660257202 


0 


223514„at 


2.40431982389629 


0 


201200_at 


-2.28363968538296 


0 


201998_at 


2.19987941765164 


0 


44790_s_at 


2.18842053042545 


0 


205049.5_at 


2.18662155440889 


0 


239287_at 


2.17948863877979 


0 


223287.s_at 


2.16628667951355 


0 


223391_at 


2.16298199717166 


0 


219471_at 


2.13618332752253 


0 


225175_s_at 


2.12811708839772 


0 


20421 5.at 


2.11642877909845 


0 


236280_at 


2.11271003733104 


0 


208456_s_at 


2.10890038745727 


0 


206398_s_at 


2.09984081904119 


0 


212827_at 


2.09850222830603 


0 


228390.at 


2.09600254213173 


0 


229072_at 


2.09351406943008 


0 


214615_al 


2.06329249104139 


* 0 



decision limit gene symbol 
2987.7 

CARD11 

CREG 

SIAT1 

FLJ21562 

CD79A 

F0XP1 

LOC81537 
FU21562 
CTL2 
MGC4175 

RRAS2 

CD19 

IGHM 



P2Y10 



857 



wo 03/039443 PCT/EP02/12303 



CLLv8.AML't(8;21) 


samples: 32/ 13 


accuracy 


1 


confidence 


1 


gene 


signal-to-noise 


203949.at 


-3.50330789770673 


224838_at 


3.25663434332492 


205192_at 


3,21758439151756 


211709_s_at 


-2.95109939287116 


212827.at 


2.84469338495376 


230768_at 


2,8154401362934 


206009.at 


-2.7972720292112 


208091_s_at 


2.63085873400942 


208456_s,at 


2.628*10675193075 


215215_s_at 


-2.60039836996497 


203948_s_at 


-2.56960807932381 


20181 1_x_at 


2.56895859687937 


243780_at 


2.51082778037667 


212590.at 


2.50058834205242 


227900_at 


2.49040043479395 


226546_at 


-2.44432895386159 


225927_at 


2.44085004959256 


212689_at 


2.43561411833392 


228390_at 


2.41659743191322 


225246_at 


2.39661265710521 



p decision limit gene symbol 

0 iVIPO 

0 

0* 113.25 MAP3K14 

0 SCGF 

0 IGHM 
0 

0 ITGA9 

0 DKFZP564K0822 

0 RI^S2 

0 

0 MPO 

0 SH3BP5 



0 
0 
0 
0 

0 MAP3K1 
0 RRAS2 
0 

0 STIM2 



858 



wo 03/039443 



PCT/EP02/12303 



CML vs. all other 

accuracy 
confidence 
failed 
gene 

212631 „at 

205557_at 

206676.at 

209772_s_at 

207802_at 

216379_x_at 

209771_x_at 

203936_s_at 

211667.at 

203757_s_at 

210254_at 

20201 8_s_at 

211275_s_at 

20551 3_at 

205863_at 

223839_s_at 

210244^31 

206440_at 

207269_^at 

204174_at 



samples: 14 / 255 
0.981412639405205 
0.984251851969928 
4.6.10.14,115 

signal-to-noise p 

2.20686225450673 0 

2.19817622063178 0* 

2.01751329912518 0 

1.89825970350824 0* 

1.84335905687648 0 

1.76253321043545 0 

1.75699226119665 0 

1.75554347155831 0 

1.69149085236384 0 

1.6780512743379 0 

1,6590320804534 0 

1,64680728641866 0 

1.62477051547664 0 

1.60415014432038 0 

1.60339454990244 0 

1.57424844312026 0 

1.56058501019954 0 

1.5590538838617 0 

1.55083422089021 0 

1.53747851176966 ' 0 



decision limit gene symbol 
LCN2 

11681.65 BP! 

CEACAM8 
3429.4 CD24 
SGP28 

CD24 
MMP9 

CEACAM6 

LTF 
GYG 
TCN1 
S100A12 

CAMP 
VEU1 
DEFA4 
AL0X5AP 



859 



wo 03/039443 



PCT/EP02/12303 



CML vs. normal BM 


samples: 14/9 


accuracy 


1 


confidenoe 


1 


gene 


signal-to-noise 


227198_at 


-3.96995770729437 


204562_at 


-3.83910818190111 


227749_at 


-3.11980636745679 


228377_at 


-2.65145492785893 


226713_al 


-2.28229285614419 


20961 9.at 


-2.27384420268273 


227375_at 


-2.22184735546056 


204057_at 


-2.13119125485664 


201506_at 


-2.05058862618543 


221558.s_at 


-2.0055054625083 


227867_at 


-2.00414646646454 


225331 „at 


-1.95134035825926 


223280_x_at 


-1.95125537387335 


243780_at 


-1.94601159348593 


228055.at 


-1.94418493221925 


204670_x_at 


-1.94197079510435 


208683_at 


-1.93662356244796 


210366.x_at 


-1.92014292171279 


209870.at 


-1.89146017871026 


AFFX- 




HUMGAPDH/M331 97_3„at 




HG-U133B 


1.0887744230798 



p decision linnit gene symbol 

0* 39.95 

0 IRF4 
0 

0 KIAA1384 
0 

0 CD74 

0 DKFZP566D1346 

0 ICSBP1 

0 TGFBI 

0 LEF1 

0 

0 

0 MS4A6A 

0 

0 

0 HLA-DRB5 

0 CAPN2 

0 MS4A2 

0 TRA 

0 GAPD 



860 



wo 03/039443 



PCT/EP02/12303 



CML vs. ALLt(8;14) 


samples: 14/4 




accuracy 


1 




confidence 


1 , 




gene 


signal-to-noise 


P 


231215_at 


-3.69904177219169 


0* 


212400_at 


-3.60679086659289 


0 


239835_at 


-3.24273732421016 


0 


214439_.x_at 


-3.01379256143662 


0 


227173_s_at 


-2.97620214103741 


0 


20961 9_at 


-2.86528990843459 


0 


234660.s„at 


-2.81161728678359 


0 


202723„s_at 


-2.69572816449622 


0 


227700_x_at 


-2.59859831428636 


0 


219202_at 


-2.52442131777509 


0 


204638_at 


-2.51835721417786 


0 


222147_s_at 


-2.47042047428454 


0 


213772_s_al 


-2.415^637854988 


0 


203932_at 


-2.39804753895984 


0 


205145_siat 


-2.34102992713809 


0 


221969_at 


-2.278395672233 


0.01 


217521,at 


2.26710710056045 


0 


205541_s_at 


-2.22303735713359 


0 


204661.at 


-2.15814023268535 


0 


242729_at 


2.02602724250151 


0 



decision ilmlt 
17.25 



gene symbol 



KI/\A1842 

BIN1 

BACH2 

CD74 

DiS3 

F0X01A 

FU10709 

FU22341 

ACP5 

GGA2 
HLA-DMB 
MYL5 
PAX5 

GSPT2 
CDW52 



861 



wo 03/039443 



PCT/EP02/12303 



CML vs. ALL B not Ph 


samples: 14/9 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


P 


206440_at 


3.54851691296324 


0* 


223839_s.at 


2.95162251991881 


0 


201482_at 


2.5967465282815 


0 


223246_s_at 


-2.53289104519377 


0 


202477_8.at 


-2.369495258CXX)43 


0 


22741 5_at 


-2.35663515228965 


0 


20281 9_s.at 


-2.31208048847973 


0 


226876_at 


2.29929647597952 


0 


200654_at 


2.2916645921996 


0 


231472_at 


-2.27133126588153 


0 


217521„at 


2,26710710056045 


0 


218764_at 


-2.26149206068996 


0 


219615_s_at 


2.21717677908473 


0 


219111_s.at 


-2.20588673666352 


0 


212268_at 


2.20006764504112 


0 


211275_s_at 


2.1595066613388 


0 


211990_at 


-2.15004013194548 


0 


206676_at 


2.13116752502457 


0 


23581 8_at 


2.13111499669481 


0 


210254_at 


2.07581294141343 


0 



decision limit gene symbol 
69.75 VELI1 

QSCN6 
STRBP 
GCP2 

TCEB3 

P4HB 



MGC5363 

KCNK5 

MGC2835 

SERPINB1 

GYG 

HLA-DPAI 
CEACAM8 



862 



wo 03/039443 



PCT/EP02/12303 



CMLvs. ALL Ph 

accuracy 

confidence 

gene 

20961 9_at 

212778_at 

201029_s_at 

214317_x_at 

202332„at 

211990_at 

203373_at 

210487_at 

226844_at 

207971_s_at 

206440_al 

20551 3.at 

211275_s_at 

204670_.x_at 

205557_at 

220G00_at 

212531_at 

204174_at 

225386_s_at 

206111 at 



samples: 14/15 
1 

1 . 

signal-to-noise p 

-3.47132181247921 0* 

-3.09966497846595 0 

-3.08460906542498 0 

-3.02953000176234 0 

-2.9539112535883 0 
-2.80086525597245 . 0 

-2.76056827822619 0 

-2.66400596339357 0 

-2.53578669067924 0 

-2.4877090389281 0 

2.45272667930868 0 

2.38968722893052 0 

2.33552678870234 0 

-2.32905695313267 0 

2.3286749741246 0 

2.32132983989275 0 

2.31169568945083 0 

2.3066969794321 0 

2.25229241478444 0 

2.22277368410809 0 



decision limit 
5777.85 



gene symbol 

CD74 

K1AA0602 

MiC2 

RPS9 

CSNK1E 

HLA-DPAI 

STATI2 

DNTT 

KIAA0582 

VEin 
TCN1 
GYG 

HLA-DRB5 
BP! 

SIGLEC5 

LCN2 

AL0X5AP 

LOC92906 

RNASE2 



863 



wo 03/039443 



PCT/EP02/12303 



CML vs. T-ALL 


samples: 14/9 




accuracy 


1 




confidence 


1 




gene 


signal-towioise 


P 


210254_at 


4J2390509810889 


0* 


206111_at 


4.12411957901486 


0 


205557_at 


4.12268252311326 


0 


216379_x_at 


4.09576684675689 


0 


209771_x_at 


4.04268115620178 


0 


204484_at 


^.92079658637056 


0 


203949_at 


3.82080923209307 


0 


206871.at 


3.79666500221894 


0 


212268_at 


3.66762573362107 


0 


239071_at 


-3.65785660037409 


0 


209772_s_at 


3.61720812003475 


p 


212531 .at 


3.55056769994448 


0 


206440_at 


3.54851691296324 


0 


242292_at 


-3.53231266693437 


0 


206676.at 


3.51041964854693 


0 


218224jat 


-3.28568428621792 


0 


211657„at 


3.27814094785335 


0 


231216_at 


-3.27770330337019 


0 


211275_s_at 


3.26113496045954 


0 


203757_s_.at 


3,16440848129166 


0 



decision limit gene symbol 
3562.85 

RNASE2 
BPI 

CD24 

PIK3C2B 

MPO 

ELA2. 

SERPINB1 

CD24 
LCN2 
VELH 

CEACAM8 
PNMA1 



GYG 

CEACAM6 



864 



wo 03/039443 



PCT/EP02/12303 



CML vs. AML *S 


samples: 14/10 




accuracy 


1 




confidenoe 


1 




gene 


signal-to-noise 


P 


212531_at 


3.91758233758871 


0* 


218151_x_at 


-3.61342068798238 


0 


203188.at 


-2.49453997369644 


0 


225014_at 


-2.46286744087574 


0 


223894_s_at 


2.42404553998791 


0 


227999_at 


-2.41422896946156 


0 


210244_at 


2.30650676975445 


0 


223226_x.at 


-2.1556086960975 


0 


205849_s_at 


-2.15471806280279 


0 


203936_s_at 


2,12656987689311 


0 


202080_s_at 


-2.08086044698338 


0 


212146_at 


-2.00720003739628 


0 


210749jc_at 


-2.00702022115248 


0 


220755_s_at 


-1.97451125809376 


0 


211743_s_at 


1.88718047009153 


0 


214317_x_at 


-1.86316203101213 


0 


214475.x_at 


1.8601686492104 


0 


200094_s_at - HG-U133A 


-1.83127854302456 


0 


223939_at 


1.81572736683912 


0 


229934 at 


1.65483415989943 


0 



decision iimit gene symbol 
6654.5 LCN2 

FU11856 
B3GNT6 

FTS 

LOC170394 

CAMP 

1V1GC3181 

UQCRB 

MMP9 

KIAA1042 

K1AA0842 

DDR1 

PRG2 

RPS9 

CAPN3 

EEF2 

GPR91 



86S 



wo 03/039443 



PCT/EP02/12303 



CMLvs. AML complex 


samples: 14/36 








accuracy 


0.98 








confidence 


1 








failed: 


19 








gene 


slgnal-to-noise 


P 


decision limit 


gene symi>ol 


209772_s_at 


2.25515756165772 


0 




CD24 


212531_at 


2.16780856655461 


0* 


10028.8 


LCN2 


210244_at 


2.05958595591104 


0 




CAI^P 


205557_at 


1.88114022725824 


0 




BP! 


207802_at 


1.84224616530014 


0 




SGP28 


203936_s_at 


1,83245146841284 


0 




MMP9 


206676_at 


1.82688412686061 


0 




CEACAM8 


216379„x_at 


1.82175067686641 


0 






209771^x_al 


1.71430561727442 


0 




CD24 


202265_at 


-1.71011447772371 


0 




BMI1 


209186_at 


-1.65481819707492 


0 




ATP2A2 


201029_s_at 


-1.6407978740451 


0 




MIC2 


206440_at 


1.62023^4679434 


0 




VELI1 


218144_s_at 


-1.60220955278722 


0 




FLJ22056 


212783_at 


-1.60173956589805 


0 




DKFZp761B2423 


225065_x_at 


1.6634162479603 


0 






214317_x.at 


-1.51909514839257 


0 




RPS9 


212232_at 


-1.51499149327941 


0 




KIAA1014 


223894_8_at 


1.50378092313755 


0 




FTS 


207269_at 


1.49292374711871 


0 




DEFA4 



866 



wo 03/039443 



PCT/EP02/12303 



CML vs. AML normal 


samples: 14/62 




accuracy 


1 




confidence 


1 . 




gene 


signal-to-noise 


P 


212531 _at 


3.52937454592387 


0* 


209772_s_at 


2.62224687740926 


0 


207802_at 


2.60464949585023 


0 


205557_al 


2.59981269961356 


0 


206676^at 


2.51996784029752 


0 


20551 3_at 


2.39713364221477 


0 


209771_x_al 


2.3694290541236 


0 


216379_x_at 


2.36313392615064 


0 


211657_at 


2.35374478763084 


0 


203757_s_al 


2.29281876629007 


0 


20201 8_s_at 


2.19711362051377 


0 


210254_at 


2.16927497946765 


0 


203021_at 


2.12970551783084 


0 


205863.at 


2.10812748771569 


0 


203936_s_at 


2.07272259731953 


0 


210244_at 


2.03624546792529 


0 


204351_at 


2.0071543551955 


0 


211275_s_at 


1.97937290056753 


0 


224967_at 


1.96229148265436 


0 


223894_s_at 


1.92953251923329 


0 



decision iimit gene symbol 
9007.35 LCN2 
CD24 
SGP28 
BP! 

CEACAM8 

TCN1 

CD24 



CEACAM6 
LTF 

SLPI 

S100A12 

MMP9 

CAMP 

SI OOP 

GYG 

in"s 



867 



wo 03/039443 



PCT/EP02/12303 



bMLvs. AI\ALt(8:21) 


samples: 14/13 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


p 


207802_at 


2.83774385104531 


0 


201425_at 


2.50825834074572 


0 


201029_s_at 


-Z22223671455337 


0* 


205653_at 


2.20106889451589 


0 


202391_at 


2.10168460148023 


0 


20961 9_at 


-2.0547003400447 


0 


228827 at 


-2.03460798747208 


0 


204670 X at 


-1 .988939971 85408 


0 


212531 at 


1.96994267101106 


0 


203936 s at 


1.92996861752981 


0 


225386 s at 


1 .90963950502737 


0 




-1 .gUD4f *H OO0*f*H Z 


ft 
u 


201015_s_at 


-1.90408812555782 


0 


201281_at 


-1.88812152152812 


0 


210982_s_at 


-1.87330616648773 


0 


210254_at 


1.87025014628174 


0 


201137_s.at 


-1.84763478416102 


0 


202545_at 


1.81601795739179 


0 


228485_s_at 


1.81223837093458 


0 


231969 at 


1.61927333154015 


d 



decision limit gene symbol 

SGP28 

ALDH2 
3078.2 MIC2 

CTSG 

BASP1 

CD74 

HUV^RBS 
LCN2 
MMP9 
LOC92906 

JUP 

ADRM1 

HLA-DRA 

HLA-DPB1 
PRKCD 

CD\m2 

DKFZp762K222 



868 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. all other 


samples: 9/260 




accuracy 


0.970260223048327 




confidence 


1 . 




failed: 


1.3.4,5,7.8.9.234 




gene 


signal-to-nolse 


P 


20201 8_s_al 


1.70014923965644 


0 


231241_at 


1.68875870396623 


0 


212531_at 


1.61671894194992 


0 


210244_at 


1.4725412229519 


0 


244652_at 


1.41007652726897 


0 


218916_at 


-1.40959768522889 


0 


208141_s_at 


-1.39496085050899 


0 


218516_s_at 


-1.39489208362807 


0 


224976_at 


1.38035857849962 


0 


201396_s_at 


-1.35501592670165 


0 


230988_at 


1.27806474591682 


0 


200631_s_at 


-1.27257367942543 


0 


224976.at 


1.25475272090295 


0 


203535_at 


1.24698765220296 


0 


227497_at 


124053728574653 


0* 


225792_at 


1.2371690464102 


0 


203367_at 


-1.23177778244874 


0 


40189_at 


-1.22367056036721 


0 


225700_at 


1.22315772266762 


0 


223785_at 


1.22097206282821 


' 0 



decision limit gene symbol 
LTF 

LCN2 

cm? 

FLJ23436 

MGC4293 

FLJ20421 

NFiA 

SGT 

SET 

NFIA 

S100A9 

317.95 

DUSP14 
SET 

FLJ10719 



869 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. ALL t(8;14) 


samples: 9/4 


accuracy 


' 1 


confidence 


1 


gene 


signal-to-nolse 


222147_s.at 


-5.80632286389653 


209380_s_at 


4.30105342509009 


230988jat 


4.0486666186669 


227230_s_at 


3.69195069014622 


201278_at 


3.59730622800604 


205051_s_at 


3.55673529468534 


214558_at 


3.49255759470258 


201988_s_at 


3.46251302734757 


223253_at 


3.46322097101822 


204285_s_at 


-3.355t0555370453 


237006_at 


3.14219078440997 


217047_s_at 


3.00448756016945 


243020„at 


2.97861252444616 


205690_s_at 


-2.97763156027721 


234764_x_at 


2.9597816169315 


209160_at 


2.88288854646291 


239835_at 


-2.82125904680112 


242434_at 


-2.60351764410894 


228708_at 


2.60104548908002 


229575 at 


2.59826531472399 



p decision limit gene symbol 

0* 48.2 

0 ABCC5 
0 

0 KIAA1211 

0 DAB2 

0 KIT 

0 GPR12 

0 CREBL2 

0 UCC1 

0 PMAIP1 
0 
0 
0 

0 G10 
0 

0.01 AKR1C3 

0 KIAA1842 



0.01 
0.01 
0 



870 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. ALL B not Ph 


samples: 9/9 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


201506_at 


3.72288560994884 


0* 


464.35 


TGFBI 


218718_at 


3.24294310152425 


0 




POGFC 


205051_s__at 


3.03461031560789 


0 




KIT 


235818_at 


2.5546546541523 


0 






202382_s_at 


2.39296453276424 


0 




GNPI 


221802.s_at 


2.32414568373485 


0 




KI/VA1598 


238086_at 


2.17647785634866 


0 




RBP7 


203645_s_at 


2.13814112768782 


0 




CD163 


227038_at 


2.09057615422001 


0 






225792,at 


2.07680085776485 


0 






202729_s_at 


2.04654552970378 


0 




LTBP1 


230441_at 


-2.03717805375485 


0 






212989_at 


2.00592033097705 


0 






201462_at 


1.98840399134665 


0 




KIAA0193 


227627_at 


1.97570787395888 


0 




SGKL 


204112,s.at 


1.90974025156521 


0 




HNMT 


204285_s_at 


-1.90604496284052 


0 




PMAIP1 


223044_at 


1.88064158446644 


0 




SLC11A3 


223839_s_at 


1.86406616667336 


0 






204225_at 


1.85888952621093 


0 




HDAC4 



871 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. ALL Ph 


samples: 9/15 








accuracy 


1 








confidence 


1 . 








gene 


signal-to-nolse 


P 


decision ilmit 


gene symbol 


225792_at 


5.04037264761662 


0* 


76.45 




224976_at 


4.534006778733 


0 




NFIA 


227230_s_at 


3.69195069014622 


0 




KI/\A1211 


203373_at 


-3.60116056485263 


0 




STATI2 


202332_at 


-3.19705046805115 


0 




CSNK1E 


212778_at 


-3.09966497846595 


0 




KIAA0602 


230988_at 


3.03359562676407 


0 






218718_at 


3.0129378014466 


0 




PDGFC 


205624_at 


2.79751505147013 


0 




CPA3 


224975_at 


2.78377945957649 


0 




NFIA 


234107_s_at 


2.7482082597836 


0 






217988_at 


-2.7439427550045 


0 




HEI10 


202946_at 


-2.67000372671022 


0 




FPGS 


218916_at 


-2.6636521234692 


0 




FLJ23436 


223044__at 


2.59882500535427 


0 




SLC11A3 


226751_at 


2.41273912703748 


0 




DKFZP566K1924 


210487_at 


-2.38376037071424 


0 




DNTT 


201029_s_at 


-2.37712949687212 


0 




MIC2 


207971_s_at 


-2.36738543730614 


0 




KIAA0582 


203645_s„at 


2.32470988727879 


0 




CD163 



872 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. T-ALL 


samples: 9/9 




accuracy 


1 




confidence 


1 . 




gene 


signal-to-noise 


P 


231241.at 


5.25713497545753 


0* 


225792_at 


5.04037264761662 


0 


224976_at 


4.534006778733 


0 


204484_at 


-3.92079858637056 


0 


218516.s„at 


-3.89821124480393 


0,01 


244652„at 


3.8571916430704 


0 


210613_s_at 


3.6441364713354 


0 


206488_s_at 


3.59792987181253 


0 


201416_at 


-3.57631738716755 


0 


201417_at 


-3.57222567838335 


0 


218224_at 


-3.56533208466192 


0 


206871_at 


3.49320660549908 


0 


214575_s_at 


3.38517251606938 


0 


221188_s_at 


3.26852421442154 


0 


203104.at 


3.11161266045758 


0 


226190_at 


3.08925054797494 


0 


202018_s_at 


3.06471974822162 


0 


200631.s_at 


-3.05905666007645 


0 


224970_at 


3.05809311507561 


0 


212531_at 


3.03461908631694 


0 



decision limit gene symbol 



NFIA 

PIK3C2B 

FU20421 

SYNGR1 

CD36 

S0X4 

PNMA1 

ELA2 

AZU1 

CIDEB 

CSF1R 

LTF 
SET 
NFIA 
LCN2 



873 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. AML 


samples: 9/10 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


P 


231241.at 


5.26713497545753 


0* 


218916_.at 


-4.40926777727725 


0 


218151_x.at 


-3.61342068798238 


0 


212531.at 


3.35838912536087 


0 


225014_at 


-2.48288744087574 


0 


210244.at 


2.4347108722938 


0 


227999_at 


-2.41422896946156 


0 


220755_s_at 


-2.40201593179233 


0 


202945„at 


-2.37212917164108 


0 


214109_at 


2.28939588941522 


0 


226792.at 


2.20832306168575 


0 


238066_at 


2.17647785634866 


0 


217179.x_at 


2.173252865121 


0 


200831_s.at 


-2.1128574488818 


0 


234764_)eat 


2.11173306830787 


0 


225547_at 


-2.10764119746987 


0 


205849_s_at 


-2.04438654979845 


0 


208141_s_at 


-2.04344739454244 


0 


233613 X at 


2.02519262390017 


0 



decision limit gene symbol 
52.3 

FLJ23436 
FU11856 
LCN2 

CAMP 
LOC170394 

FPGS 
LRBA 

RBP7 

SET 



UQCRB 
MGC4293 



874 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. AML complex 

accuracy 

confidence 

failed: 

gene 

231241„at 

210244_at 

226734_at 

218516_s_at 

244652^at 

201595_s_at 

212531^at 

201398_s_al 

203092_at 

230795.at 

228377.at 

208141_s_at 

202265_at 

20201 8„s_at 

218916_at 

224406_s_at 

209806.at 

208645„s„at 

200040_at-HG-U133A 

AFFX-HSAC07/X00351_M_al 

HG-U133A 



samples: 9 / 36 

0.977777777777778 

1 . 
15 

signal-to-noise p 

2.20113810647196 0* 

2.15797898100991 0 

2.10647394623844 0 

-2.0003648205556 0 

1.9350839662771 0 

-1.81799799553143 0 

1.80637620431712 0 

-1.79606593499252 0 

-1.77664454556306 0 

-1.75873906279717 0 

1.70396224015785 0 

-1.66429492261381 0 

-1.62376492554641 0 

1.60476985758804 0 

-1.58708293547372 0 

1.57633156642315 0 

-1.57424329592102 0 

1.5695109709269 0 

-1.548128254162 0 

1.11476993738169 0 



decision limit gene symbol 

94.5 

CAMP 

FLJ20421 

HT010 

LCN2 

SGT 

TIMM44 

H4F2 

K1AA1384 

MGC4293 

BMI1 

LTF 

FLJ23436 

1RTA2 

H2B/S 

KHDRBS1 

ACTB 



875 



wo 03/039443 



PCT/EP02/12303 



normal snii vs« aml normsu 


samples: 9/62 








accuracy 


1 








conftdence 


1 








gono 


signal-to-noi89 


P 


oecision limit 


96n6 symbol 


212531_at 


3.0329631 0695958 


0* 


8390.45 


LCN2 


20201 8_s_at 


2.55569861 81 5605 


0 




LTF 


210244_at 


A A ^esA A A A Ae e^e^A 

2.12911144557531 


0 




CAMP 


231241_al 


1 .9075681 4920388 


0 






234764jc_al 


1 .8844571 92821 36 


0 






238066_at 


1 .84490304262637 


0 




RBP7 


218516_s_at 


-1 .76767038599239 


0 




^1 A^A 

FLJ20421 


214651_s_at 


-1 .75409579509524 


0 




H0XA9 


207802_at 


1.69982859144728 


0 




SGP28 


203535_at 


1.6861966835666 


0 




S10QA9 


224976_at 


1.68580070345942 


0 




NFiA 


23581 8_at 


1.65829753113564 


0 






226188_at 


1.63500287325021 


0 






208851 jLat 


1.6330531805719 


0 




CD24 


214523_at 


1.61056786968333 


0 




CEBPE 


206871_at 


1.60161598002874 


0 




ELA2 


224970_at 


1.57809657249869 


0 




NFIA 


210004_at 


1.57705611671231 


0 




0LR1 


208141_s_at 


-1.55515435811455 


0 




MGC4293 


215379_x_at 


1.53008885935316 


0 




IGU3 



r 



876 



wo 03/039443 



PCT/EP02/12303 



normal BM vs. AML t(8;21) 


samples: 9/13 




accxiracy 


1 




confidence 


1 . 




gene 


signal^-nolse 


P 


225792_at 


5.04037264761662 


0* 


224976_at 


4.534006778733 


0 


201425.at 


3.96306688659586 


0 


201506_at 


3.72288560994884 


0 


208146_s.at 


3.28524851571637 


0 


224970_at 


3.05809311507561 


0 


206488_s_at 


2.8751017477522 


0 


22681 8_at 


2.67802773991406 


0 


224975_at 


2,55138740597295 


0 


227388.at 


2.49815087819486 


0 


217963_s_at 


2.48471435523086 


0 


23361 3.x_at 


2.45189729191801 


0 


228766_at 


2.45082385023982 


0 


208908_s_at 


2.41879730006023 


0 


212586_at 


2.33228373164484 


0 


221802_s_at 


2.32414568373485 


0 


224823_at 


2.30113027005505 


0 


213624„at 


2.29634946162627 


0 


221731_x„at 


2.26796857130761 


0 


225426 at 


2.26611296861875 


0 



decision limit 

76.45 



gene symbol 

NFIA 

ALDH2 

TGFBI 

CPVL 

NFIA 

CD36 

NFIA 

HCS 



CAST 

ARTS-1 

KIAA1598 

ASM3A 
CSPG2 



877 



wo 03/039443 PCT/EP02/12303 



ALL t(8*14) vs ALL Ph 


aainpieo. HI 1 w 










1 










4 

1 










signoi"i0^oi9o 


P 


uevislun iiiim 


geno symDQi 






U 


ou.oo 






-o. raOOl 00014/ Uoi 


U 




CTATIO 

o 1 At 






u 








1 7*ao 4 n7'aooQC7 -i *a 


n 
U 








-O.O01 OUoUo49^U9 


u 








-^.ob4uuoybooy oo f 


u 




DNTT 




QOOUo^OOU f U04o 


0 




LoiviDTL 




-2.OQ0UZ1 421 270oo 


0 




rrlLi 




-2.2o3o0222o4o01 9 


0 








-2.21 oo9Q4531 0099 


0 




FHLI 




-2.1 79o3750o31 1 07 


0 




SCAM-1 


228496_s_at 


-2. 1 7784383479245 


0 




CRIM1 


213854_at 


-2.14963630982421 


0 




SYNGR1 


22821 l^at 


-2.14770747938169 


0 






212012_at 


-2.108^7376713896 


0 




D2S448 


208217.at 


-2.10769716540219 


0 




GABRR2 


20251 9_at 


-2.0579870997007 


0 




MONDOA 


218836_at 


2.06747195088222 


0 




FU22638 


211031_s_at 


-2.05686503189171 


0 




CYLN2 


50277_at 


1.4804958933411 


0 




GGA1 



} 

880 



wo 03/039443 



PCT/EP02/12303 



ALLt(8;14)vs.T-ALL 


samples: 4/9 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


P 


213772_.s_at 


4.99941703918842 


0* 


23601 9_at 


-4.8835710129593 


0 


226277.at 


-4.63399536600695 


0 


40148_at 


3.56542456382539 


0 


22821 1_at 


-3.35861431980337 


0 


201334_s_at 


3.32612092220108 


0 


201417„at 


-2.74359054965603 


0 


206241_at 


-2.66958809534806 


0 


208918_s_at 


2.59071326340578 


0 


210038.at 


-2.55792113825771 


0 


225735_at 


-2.54773299400117 


0 


209253„al 


-2.33749346955264 


0 


202262_x_at 


-2.29867528817227 


0 


226129_at 


2.29232308514395 


0 


221969.at 


2:278395672233 


0 


225080_at 


2.24115131588386 


0 


218338_at 


-2.22116851483018 


0 


208664_s_at 


-2.20362132175544 


0 


201029_s„at 


-2.14618908100153 


0.01 


56256 at 


1.43796973813133 


0 



decision limit 
105.35 



gene symbol 
GGA2 



APBB2 

ARHGEF12 

KPNA5 
FU13052 



SCAM-1 

DDAH2 

MDS026 

PAX5 

MY01C 

EDR1 

TTC3 

M1C2 

LOC51092 



881 



wo 03/039443 



PCT/EP02/12303 



aLL t(8;14) vs. AML +8 


samotes* 4/10 








accuracy 










cnrtfidenca 










yd IS 


sianal-to-noise 


n 
r 


decision limit 


gena symbol 


913159 at ' 


-4 393940099401 1 1 


0* 


42.05 


KI/\A0805 


996607 at 


38967336864894 


0 




L3MBTL 


90*5490 at 


-3 4*5957*59660757 


0 




PEX7 


909137 fi at 


^ 07008899450809 


0 




BS69 


<^004 at 


-9 (i7531Q9Q513695 

Wf WW 1 «7^9w 1 ww&w 


0 01 

W.W 1 






903731 «5 at 


-9 45593698701 439 


0 




ZFP96 


91934Q at 


-9 366080743981 53 

**^«wwOwOWf *TW^O 1 WW 


0 

\J 




P0FUT1 


90Q9<^ at 


-9 398387*57070089 


0 01 




SCAM-I 
ww/wri- 1 


91 393ft at 


-9 981 71 034787303 
"^.ZO 1 / IUw*Tr Of wVw 


n 

yj 




ATP ion 


993389 Q at 


•9 91844659554677 


0 

w 










u 






212293„at 


-2.11981778828952 


0 




KtAA0S30 


1729_at 


-1.99780531744703 


0 




TIW)0. 


225969_s_al 


-1.99555471271863 


0.01 




NIN283 


205690_s_at 


1.97864646284407 


0 


1 


G10 


243679_at 


1.96429396023857 


0 




MSI2 


220564_at 


i.951 22068807877 


0 




FU11218 


210896.s_at 


-1.94074678448131 


0 




ASPH 


221617_at 


-1.922^620134603 


0.02 







882 



wo 03/039443 PCT/EP02/12303 



Al 1 *#Oa4^%*M A MAI ■ - ...1. « 1 - 

ALL t(o;l4) VS. AML complex 


samples: 4/36 






accuracy 


0.975 






confidence 


0.9670901 53309866 






failed: 


4 






gene 


signal-to-noise 


P 


decision limit gene symbol 


36004_at 


-1.99819054416994 


0 


IKBKG 


22841 0_at 


-1.91203372111762 


0 


GAB3 


226291_at 


-1.85352930781754 


0 


ALS2 


239478_x_at 


-1.83892006057297 


0 




201278_at 


-178640641972044 


0 


DAB2 


213073_at 


-1.78527733316412 


0 


KIAA0321 


36920_at 


-1.77637196930535 


0 


IVITM1 


237864_al 


-1.76181406771053 


0 




206550_s_at 


-1.74071643864686 


0.01 


NUP155 


213779_at 


-1.71354352282537 


0 




237006_at 


-1.71319042514024 


0 




206847_s_at 


-1.68023930751716 


0 


HOW 


213639_s_at 


-1.6794904444626 


0 


' KIAA0657 


40148_at 


1,6627909781575 


0* 


64 APBB2 


210358_x_at 


-1.62491966279342 


0 


fVIGC2306 


205420_at 


-1.62469403094415 


0 


PEX7 


226499_at 


-1.60847740357238 


0 




212293_at 


-1.56783564141892 


0* 


524.25 KIAA0630 


22821 1__at 


-1.5662932955074 


0 




AFFX-r2-Hs28SrRNA-5_at 








HG-U133B 


0.804899059460234 


0 





883 



wo 03/039443 



PCT/EP02/12303 



A,\ 1 Hft-iA\ we AMI nnrmal 


eamnlac* A. f 








accuracy 


1 








coniiG6nc6 










geno 


Slynal"lD"noi90 


P 


rificifiion limit 


Ciena svmbcri 


242774_at 


1 / f 1 091 9OO 1 r 0 






SYNE-2 


22oOoo_at 


i 000409^00009 








239478^X_ai 


-1 .000/001 4/ 0401 4 


n 
u 






4014o_at 


1 . / 00040^U0U0^ 1 


fl* 
U 


00.0 


APBB2 


^A AOCA ^ Mi 

214651_S_at 


-1 . / Z90r 4U f 1 990^ 


u 




HOXA9 


241421_at 


-1 .691 3775371 2694 


u 






225277_at 


-1 .bOZ9o41 0 ( 4oD^ f 


n 

u 






237864_at 


-1 .oof ooZ^ f f 01 OO 


A 

u 






231181_at 


1 .OOO90 r 00900UD4 


u 






227173_s_at 


1 .Oo5l2o2o70oo22 


U 






Ann Jain 

22841 0_at 


-1.001 1 002:000 /OUT 


u 






226607_at 


-1 .00/ 0/U099O91 1 / 


n 
u 




L3MRTL 


206398_8_at 


1.56041095418581 


0 




^r\4 n 

CD19 


228590_at 


-1.55939441513481 


0.01 






223391_at 


1.545t7336325056 


0 


1 


LOC81537 


205420_at 


-1.53228798256568 


0 




PEX7 


240106_at 


-1.53046374201368 


0 






236019_al 


-1.50700230486984 


0 






214568_at 


-1.50544788292166 


0 




GPR12 


AFFX-HUMRGE/M1 0098_3_at 










-HG-U133B 


0.698344697289208 


0 







884 



wo 03/039443 PCT/EP02/12303 



ALL t(8;14) vs. AlVIL t(8;21) 


samples: 4 M3 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


P 


decision linnit 


gene symbol 


40148_at 


3.56542456382539 


0* 


32.75 


APBB2 


239835_at 


3.10722969539603 


0 




K1AA1842 


225277_at 


-2.97531197185908 


0 






225306_s.at 


-2.20761036808439 


0 






210664.s„at 


-2.19905382124823 


0 




TFPI 


218319^at 


2.13133938217549 


0 




PELI1 


212985_at 


2.10403815234864 


0 






238155_at 


2.09456306072679 


0 






221617^at 


-2.04115820286726 


0 






220307_at 


-2.04090815318901 


0 




CD244 


225250_at 


2.04032419238326 


0 




STIIvl2 


217080„s„at 


-2.03866301670049 


0 




H0MER-2B 


228827_at 


-2.03460798747208 


0 






214558_at 


-2.02268322634707 


0.01 




GPR12 


230650_at 


-2,02205697080977 


0 






226546_at 


-2.00802538838226 


0 






219478_at 


-1.99876002437156 


0 




\Art=DC1 


211709_s_at 


-1.99340446769437 


0 




SCGF 


219789_at 


-1.96292007200438 


0 




NPR3 


231181_at 


1.9495774287402 


0 







88S 



wo 03/039443 



PCT/EP02/12303 



ALL B not Ph vs. all other 


samples: 9 / 260 




accuracy 


0.988847583643123 




confidence 


0.749589637027985 




failed: 


1.2,8 




gene 


signaUto-noise 


P 


230441.at 


1.31003692018591 


0 


202382_s_at 


-1.16916758328947 


0 


229253.at 


-1.06515235605176 


0 


201482_at 


-1.03614111933273 


0 


214116.at 


-1.00681323467099 


0 


224435_at 


0.992700829908313 


0 


229344_x_at 


0.972107787450054 


0 


229487_at 


0.966321723620396 


0* 


217559_at 


0.963455203763842 


0 


212592_at 


0.956367645094086 


0* 


209197_at 


0.921039694411825 


0* 


223469_at 


-0.914920276631408 


0* 


224739.at 


0.904429749740017 


0* 


218351_at 


-0.898398261455524- 


0* 


220744_s_at 


-0.893719737391747 


0* 


213582_at 


-0.888860830483356 


0* 


219615_s_at 


-0.8878326695192 


0* 


203795_s_at 


0.880543704938786 


0 


229817_at 


0.87948S726239199 


0 


244876_at 


0.877426806604064 


0 



decision limit gene symbol 

GNPI 
CTMP 
QSCN6 
BTD 

MGC4248 
KIAA1238 



4436.6 
637.1 



145.5 



RPL10L 

K1AA0080 

MGC10812 

MG61 

FU205b2 

WDR10 

ATP11A 

KCNK5 

BCL7A 

DKFZP434M098 



886 



wo 03/039443 



PCT/EP02/12303 



All B * M ■ All nt^ 

ALL B not Ph vs. ALL Ph 


samples: 9/15 








accuracy 


0.916666666666667 






t 


confidence 


1 








failed: 


3,10 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


219358_s_al 


-1.52735607926994 


0 




CENTA2 


241383_at 


-1.07499870203752 


0.01 






213895_at 


-1.05505220750298 


0 




EI\1P1 


202123_s_at 


-1.02481061931947 


0* 


753.7 


ABL1 


20591 1_at 


-1.0236634987836 


0 




PTHR1 


242223_at 


1.02343172223498 


0.01 






211709_s_at 


-1.01491744255679 


0 




SCGF 


234839i.at 


-1.00185285072786 


0 






212150_at 


-0.996731200580515 


0 




KIAA0143 


221991_at 


-0.987741661696868 


0 




NXPH3 


218643.s_at 


0,973909033712243 


0 




FLJ22693 


201874_at 


0.966766364385792 


0 




FLJ21047 


212188_at 


-0.947998533949464 


0 




LOC1 15207 


241810_at 


-0.944344027780102 


0.01 






207520_at 


-0.936622132674122 


0 






213979_s.at 


-0.935519171149618 


0 




CTBP1 


229745_x_at 


-0.93424475879621 


0.01 






216680_s_at 


-0.934196756237652 


0 




EPHB4 


202572.s.at 


0.924395823520243 


0 




K1AA0964 


243228_at 


0.916138491705783 


. 0 







887 



wo 03/039443 



PCT/EP02/12303 



ALL B not Ph vs. T-ALL 












1 








conficl6ncs 


i 
1 








nono 


5ignai~Hrnioise 


P 


uBCision iiinii 


gons symbol 






U 


iy.4 








n 
U 




CTN5 




1 .a01 ^90r 1 oOo9*ll 


U 




dTcdI 




1 .gODOO^U^l 1 U1 


U 




CU24 






Q 




CD24 




-1 . 9U94Uoyu<(dZ0U # 1 


0 




FLJ 12929 




1 ,oD9oy4447702o4 


0 




SNX2 




1 .o444oo7oo07i 39 


0 








1 .o2924oo71 72424 


0 




PAX5 




1 . /oi YOooooool 26 


0 








1 .77571 31 8786079 


0 




CD24 


21o464_s^at 


-1 .71 465707824422 


0 




FLJ10700 


213944_x_at 


1.69297405468728 


0 






226496_at 


1.65125933296341 


0 






202206_at 


-1.58502966518677 


0 




ARL7 


205504_at 


1.58481348793145 


0 




BTK 


213539_at 


-1.56405807954932 


0 




CD3D 


211101_x_at 


1.55958748994576 


0.01 




LILRA2 


244876_at 


1.55727218904507 


0 






209772_5_at 


1.54041193817483. 


0 




CD24 



888 



wo 03/039443 



PCT/EP02/12303 



ALL B not Ph vs. AML -1-8 


samples: 9/10 






accuracy 


1 






confidence 


1 






gene 


signal-to-nolse 


P 


decision limit gene symfc 


229253_at 


-2.32958521030012 


0 


CTMP 


230441_at 


2.03717805375485 


0 




202382.s_at 


-2.02017770346207 


0 


QNPI 


209135^31 


-1.93398721370049 


0 


ASPH 


229487.at 


1.78170685853126 


0 




236656_s_at 


1.74257382856431 


0 




206438_x_at 


-1.68325155133202 


0 


FLJ12975 


207403_at 


-1.66596170819766 


0 


IRS4 


219615_s.at 


-1.66280630807372 


0 


KCNK5 


51192_at 


-1.66236513015575 


0 


SSH-3 


208248_x_at 


-1.64870519570629 


0* 


1987.65 APLP2 


218109_s_at 


-1.60915618696108 


0 


FLJ14153 


206295.at 


-1.5980305395866 


0 


IL18 


219013_at 


-1.59551449458991 


0 


' FU21634 


217979_at 


1.59385936644152 


0 


NEr6- 


208674_x„at 


-1.58849840915584 


0 


DDOST 


213474„at 


1.58394324440508 


0 




218351.at 


-1.58117397105311 


0 


FU20502 


235422_at 


1.57754106652849 


0 


FALZ 


227709_at 


1.573036497361 


0 


RCN1 



889 



L 



wo 03/039443 



PCT/EP02/12303 



ALL B not 


Ph vs. AML 


comolex 


saniDles* 9 / 36 






confidence 

WUI II 1 Wl Iww 


0 975685516889171 




' sianal*to-noifia 


230441 at 


2 03717805375485 


91R1fi8 fi at 
^ 1 o 1 oo o__gi 






" 1 .99 1 ^ 1 i STfHwOO 


onnRon at 




090407 at 




^ 10/ io_jcii 


■ 1 .*T f U 1 9^90*f ( QUO 






9n.SQQ7 at 


-1 4n4Q^7A7197^«?^l 




1 . OOU 1 r 00 r 1 ^'t^O 




1 ,OD^ OU^O/ OHO 1 Z 




1 '^A'^^ftAfl'^i A9 

1 *oHooHooaoi oz 


219362_al 


-1.34586251735194 


244876_al 


1.32930450347737 


227038_at 


-1.3285550634404 


'215001.s_at 


-1.31302949268385 


202382_s_at 


-1.31028007399306 


211574_s_at 


-1.27970708025177 


203373_at 


1.2683089746763 


206847_s_at 


-1.25861755739009 


90610 at 


0.53320359867076 



p decision limit gene symbol 

0 

0* 684.1 CABC1 

0 KCNK5 

0 C1orf8 
0 

0 PDGFC 

0 STAT12 

0 ADAM28 

0 PAX5* 

0 P15-2 

0 LEF1 

0 FLJ22643 
0 
0 

0 GLUL 

0 GNPI 

0 MCP 

0 STATI2 

0 HOW 

0.01 LRRN1 



890 



wo 03/039443 PCT/EP02/ 12303 



MUL. D noi rii vs. MiviLa norfnai 


samples: 9/62 






accuracy 


0.9oo91 0492957746 






coniKjencB 


1 






failodi 


51 






geriG 


signal-to-noise 


P 


decision limit gene symbol 




1.6244512124777 


0 






1 .5789226463723 


0 




24*K3/Ojat 


1 .55727218904507 


0 




230DO9_at 


. 1.54316361034532 


0 


K1AA0212 


2l4651_s_at 


-1.46222218442109 


0 


H0XA9 


221969_at 


1,45958458157821 


0* 


695.6 PAX5 


22291 5_s_at 


1.43752454061174 


0 


BANK 


20421 5_at 


1.3973053569742 


0 


MGC4175 


223469_at 


-1.39620868523075 


0 


MGC10812 


20o997_at 


-1.3950951014202 


0 


ADAM28 


229253_at 


-1.35885129348099 


0 


CTMP 


209905_at 


-1.35690502004825 


0 


H0XA9 


236656_s_at 


1.33665521300451 


0 




205382_s^at 


-1.33068263294683 


0 • 


DF 


214761_at 


1.3284704024734 


0 


OAZ 


235763_,at 


-1.3161317291794 


0 




218351_at 


-1.29563799307181 


0 


FU205Q2 


243362_s_at 


1.29364059417566 


0 


LEF1 


201482_at 


-1.28902191317183 


0 


QSCN6 


217979„at 


1.28815999568218 


. 0 


NET^ 
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PCT/EP02/12303 



Al L B nnt Ph ue AMI HSl»OA\ 


samples; 9/13 




accuracy 


4 
1 




connusnca 


4 

1 






signal-to-noise 


P 




-2. 1 9o98458962526 


0* 




2.0371 7805375485 


0 




-2.03460798747208 


0 




-1 .998760024371 56 


0 




-1 ,92298631 566524 


0 




1 .88483347573406 


0 


2294o7_at 


1.78170685863126 


0 


2413o3_^at 


-1.74636612447809 


0 


236o5o^S_^at 


174257382856431 


0 


23581 8_at 


-1.70111545046162 


0 


239278,at 


1.69632987254595 


0 


204647.at 


-1.69400429479148 


0 


213944_x.al 


1.69297405468728 


0 


217989_at 


-1.69293289781308 


0 


205528_s_at 


-1.64467496425566 


0 


38269_at 


1.6387714295779 


0 


201644,at 


1.59860594123581 


0 


206622.al 


-1.58757343463781 


0 


204319_s.at 


-1.67313966435531 


0 



decision limit 
48.7 



gene symbol 
GNPI 



WFDC1 
PDGFC 
BCL7A 



HOMER-3 

LOC51170 

CBFA2T1 

PKD2 

TSTM 

TRH 

RGS10 
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wo 03/039443 



ALL Ph vs. all other 


samples: 15/254 


accuracy 


0.973977695167286 


confidence 


1 


failed: 


5.6.10.12.13,14.139 


gene 


signal-to-noise 


210487_at 


1.46744760464294 


203373.at 


1.40251061555498 


234107_s_at 


-1.30126819904145 


224772^at 


1.2067398887062 


201540_at 


1.17259032247018 


202123_s_at 


1.11803968640816 


202052_s_at 


1.1015960943329 


207971.s_at 


1,09522659077439 


218589_at 


1.08650464406846 


210299_s_at 


1.08531672501274 


227584.at 


1.05386625392045 


223314,at 


1.04772672325566 


203355_s_at 


104604188199321 


212975_at 


1.04561133965056 


214505_s_at 


1.03851430654898 


222154.s_at 


1.03658126355559 


209679_s_at 


1.00639728893477 


230659_at 


1.0054326445936 


1007_s_at 


1.00231733413632 


227998_at 


0.995615703854239 



PCT/EP02/12303 



p 


decision limit 


gene symbol 


0 




DNTT 


0 




STATI2 


0 






0 




MGC14961 


0 




FHL1 


0 




ABL1 


0 




RAI14 


0 




KIAA0582 


0 




P2Y5 


0 




FHL1 


0 






0 




MGC11352 


0 




K1AA0942 


0 




KIAA0870 


0 




FHL1 


0 




DKFZP564A2416 


0 




LOC57228 


0 




K1AAQ212 


0 




DDR1 


0* 


3687,45 


MGC17528 
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ALL Ph vs. T-ALL 


samples: 15/9 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


D 
K 


decision limit 

■■•■11% 




218224_at 


• -2.4418494296856 


0 




PNMA1 ' 
r Iiiivi/A 1 


213854_at 


2.14963630962421 


0 






221969.at 


2.06978634038245 


0* 


152 35 




205101_at 


1.84182814954198 


0 






213539_at 


-1 ,83994967875006 


0 






228988_at 


-1 79658055608971 


0 






208894_at 


1 79489847703276 


n 

w 




Ml A^nPA 


209604_s_at 


-1 75648531255811 






OMI AO 


20961 9_at 


1 72743796589982 


n 
\j 




Pn74 


209771_x_at 


1 69086499548436 


0 
\j 






210982.s_at 


1 68104679025055 


0 
yj 




rlLM-UKM 


OOQAK? at 
^A9*ta f _oi 




n 

u 






235706_at 


1.65060776066494 


0 




CPM 


226878_at 


1.64629305544324 


0 






219631^at 


-1.6447182870532 


0 


1 


FU12929 


216379_x_at 


1.61950446576807 


0 






232234_al 


-1.6009007845449 


0 




C20orf24 


210116_at 


-1.58593866198308 


0 




SH2D1A 


224772_at 


1.58464619249453 


0 




MGC14961 


213944_x.at 


1.58085800202538 


0 







894 
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ALL Ph vs. AML +8 


samples: 15/10 






accuracy 


1 






confidence 


1 






gene 


signal-to*noise 


P 


decision Hmft gene syml 


210487_at 


2.5237441884906 


0 


DNTT 


203373_at 


1.87201491464778 


0 


STATI2 


202626_s_at 


-1.85118734150368 


0 


LYN 


226545_at 


1.80654^1675707 


0 


•> 


219229_al 


-1.75947760308609 


0 


SLC21A11 


201828_x_at 


-1.75807186867031 


0 


CXX1 


217979_at 


1.75748092515514 


0 


. NET-6 


51192.at 


-1.7460030120736 


0 


SSH-3 


229302_at 


1.73677596348294 


0 




226438_at 


-1.70384127791425 


0 




227367_at 


-1.69193353561271 


0 




229487_at 


1.66237077940113 


0 




234107_s_at 


-1.64136875764363 


0* 


340.6 


204672_s_at 


-1.64125970689002 


0 


' ANKRD6 


202625_at 


-1.61126391589076 


0 


LYN 


231887_s_at 


1.60675392068253 


0 


KIAA1274 


218942_at 


-1.59127524427508 


0 


FLJ22055 


210749_x_at 


1.58213182698513 


0 


DDR1 


213150_at 


-1.57881564631984 


0 


HOXA10 


59697„at 


1.03007856466368 


0 
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wo 03/039443 



PCT/EP02/12303 



ALL Ph vs. AML complex 

accuracy 
conficlence 
foiled: 
gene 

203373_at 
206847_s_at 
203372.s_at 
234107_s_at 
210487^31 
214651_s_at 
209619.at 
218718_at 
225660„at 
'^226878_at 
235753_at 
229817jat 
229487_at 
214761_at 
225782_at 
2O9905.at 
235521_at 
221969_at 
213160_at 
243363 at 



samples: 15/36 

0.980392156862745 

1 

41 

signal-to-noise p 

2.31025004347829 0 

-1.68023930751716 0 

1.63947005879125 0 

-1.61839900546276 0 

1.52754184797369 0 

-1.49910544616071 0* 

1.49461107113623 0 

-1.42002659230416 0 

1.39620949215218 0 

1.38541949367152 0 

-1.36744735557489 0 

1.35899260632582 0 

1.334779626707 0 

1.33168680907428 0 

-1.32289994708003 0 

-1.31131029251837 0 

-1.3094635283322 0 

130539974000703 0 

-1.28908316992088 0 

1.22268997650812 0 



decision limit 



250.95 



gene symbol 
STATI2 
HOW 
STATI2 

DNTT 

H0XA9 

CD74 

PDGFC 

SEMA6A 



DKFZP434M098 

OAZ 

H0XA9 

H0XA3 

PAX5 

H0XA10 

LEF1 
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ALL Ph vs. AML normal 


samples: 15/62 








accuracy 


1 








confidence 


0.974929287250918 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


214651_s_at 


-1.85202940734635 


0* 


143.55 


H0XA9 


203373_at 


1.62915723435284 


0 




STATI2 


234107_s_at 


-1,59102595714414 


0 






229817_at 


1.68719561744707 


0 




DKFZP434M098 


235753_at 


-1.57582123676185 


0 






224772_at 


1.55894528337306 


0 




MGC14961 


210487_at 


1.55488161717647 


0 




DNTT 


212012.at 


1.4856092975255 


0 




D2S448 


223449_at 


1.48450202420019 


0 




SEMA6A 


209905_.at 


-1.46906077761321 


0 




H0XA9 


213150_at 


-1.46604197311664 


0 




HOXA10 


212975.at 


1.46775514780451 


0 




KIAA0870 


221969_at 


1.42534915280476 


0 




PAX5 


206847_s_at 


-1.42447895990314 


0 




H0XA7 


214761_at 


1.42199062015385 


0 




OAZ 


229487_at 


1.42117416701658 


0 






217979.at 


1.40224984357617 


0 




NET-6 


225660.at 


1.39520949215218 


0 




SEMA6A 


212013.at 


1.38743332601863 


0* 


595.1 


D2S448 


223314.at 


1.38610020402626 


0 




MGC11352 
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PCT/EP02/12303 



ALL Ph vs. AMLt(8;21) 


samples: 15/13 




accuracy 


1 




confidence 


1 




gene 


signal-to-noise 


p 


210487.at 


2.25266231447204 


0 


203373.at 


2.24099300433703 


0 


228827_.at 


-2.03460798747208 


0* 


226645_at 


1.91066898371188 


0 


224928_at 


1.88688841526862 


0 


218718_at 


-1.86717048634787 


0 


221581_s_at 


1.85128137775803 


0 


201811j{.at 


1.82001958474325 


0 


201486_at 


1.78302051564335 


0 


207655_s_at 


1.77674162168543 


0 


223467_at 


1.77014181133384 


0 


224764_at 


1 76474506640734 


0 


218237_s_at 


1.7513955350881 


0 


212535_at 


1.73463136017207 


0 


202123„s_at 


1.72757337414589 


0 


50221_at 


1,71143815565141 


0 


202600_s_at 


1.69190236878682 


0 


208146_s_at 


1.67349162864443 


0 


210151_s.at 


1.66867162916475 


0 


229487_at 


1.66237077940113 


0 



decision limit 



162.15 



gene symbol 

DNTT 

STATI2 



PDGFC 

WBSCR5 

SH3BP5 

RCI^ 

BLNK 

RASD1 

ARHGAP10 

SLC38A1 

ABL1 

NR1P1 
CPVL 
DYRra 
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T-ALL vs. all other 


samples: 9 / 260 








accurac/ 


0.988847583643123 








confidence 


0.974096654425726 








failed: 


2,8,239 








gene 


sianal-to*4ioise 


P 


uecision iimii 


gene symbol 


213539_at 


1 47540002688666 


w 






230588_s_al 


1 40173530720654 


0 




mUrK 


209604_s_at 


1 29998211445613 


n* 






233589_x_at 


-1 29177430222739 


n* 


i 




201416_at 




U 




S0X4 


228988.at 




n 
U 




ZNro 


205640_al 




U 




ALDH3B1 


201417_at 


1 20045529<3flR474 


n 

\j 






228174_at 


1 . 1 9w*twO^Ot^UOL/ f 


n 
u 






206804_at 




n 

V 








-1 .1 o7oU274o201 61 


0 




LOC51291 


221188.s_at 


-1.17857568967097 


0 




CIDEB 


221555_x_at 


-1.15605774789743 


0 




CDC14B 


229280_s_at 


1,14891159995685 


0 






219079_al 


-1.1401640005663 


0 




b5&b5R 


228242_at 


1.13931660332537 


0 






225003_at 


-1.13574793214416 


0 




MBC3205 


205504_at 


-1.1269796752374 


0 




BTK 


209499_x_at 


-1.12273253976539 


0 




TNFSF13 


226342_at 


1.11835127434314 


. 0 
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PCT/EP02/12303 



T-ALLV8.AML4.8 


samples: 9/ 10 








accuracy 


1 








confidence 


1 








gene 


signal-to-noise 


P 


decision limit 


gene symbol 


233589_x_at 


-5.40566971880279 


0* 


94.05 




211495j(_at 


-3.24639126977955 


0 




TNFSF13 


209499_x_at 


-2.48173374890971 


0 




TNFSF13 


201416_at 


Z45175574451932 


0 




S0X4 


227999„at 


-2.41422896946156 


0 




LOCI 70394 


205640_at 


-2.36735951723515 


0 




ALDH3B1 


218913_s_at 


-2.26146566262815 


0 




L0C51291 


242292_at 


2.13276982228889 


0 






227729_at 


2.11399761533966 


0 






206295_at 


-2.10?63843038377 


0 




IL18* 


218341_at 


-2.09693358964157 


0 




FU11838 


217989_at 


-2.01015824384982 


0 




LOC51170 


201200_at 


-1.9921136873539 


0 




CREG 


202626_s_at 


-1.97579203488485 


0 




LYN 


201417_at 


1.94726816387174 


0 






201985_at 


-1.9229605331952 


0 




K1AA0196 


219013_at 


-1.91889126390119 


0 




FU21634 


219329_s_at 


-1.91383490407803 


0 




APR.3 


230588_s_at 


1.87407116981284 


0 




MCPR 


39650_s.al 


1,68662830524108 


0 




KIAA0435 



900 
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